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[Name of Document] SPECIFICATION 

[Title of the Invention] METHOD OF DETECTING GENE POLYMORPHISM 
[Scope of Claims] 

1. A method for detecting a genetic polymorphism(s), comprising creating 
5 oligonucleotide probes and/or oligonucleotide primers so that the probes and/or primers 

contain a polymorphic site(s) present in a gene encoding a drug metabolizing enzyme or so 
that the polymorphic site(s) is/are contained in the amplified fragment when at least one of 
said gene encoding the drug metabolizing enzyme is amplified; and detecting at least one 
genetic polymorphism in a gene of a subject encoding the drug metabolizing enzyme using 
1 0 the resultant oligonucleotide probes and/or oligonucleotide primers. 

2. The method according to claim 1, wherein the oligonucleotide probe and/or 
oligonucleotide primer containing a gene polymorphic site is created so that the nucleotide 
positioned at its 5' or 3' end or its central part is the polymorphic site. 

3. The method according to claim 1, wherein the oligonucleotide probe 
1 5 containing a gene polymorphic site is composed of two fragments being linked to each other, 

one fragment being hybridizable to the gene encoding a drug metabolizing enzyme and the 
other fragment being not hybridizable thereto, and said polymorphic site is positioned at the 
5' or 3' end of the hybridizable fragment. 

4. The method according to claim 1, wherein the oligonucleotide probes and/or 
20 oligonucleotide primers containing a gene polymorphic site comprising an at least 13 

nucleotide sequence within any of the nucleotide sequences as shown in SEQ ID NOS: 1 
through 3360, said at least 13 nucleotide sequence containing the 21 st nucleotide, or a 
sequence complementary to said at least 1 3 nucleotide sequence. 

5. The method according to any one of claims 1 to 4 wherein the polymorphism 
25 is a single-nucleotide polymorphism, a polymorphism caused by deletion, substitution or 

insertion of a plurality of nucleotides, or a VNTR or microsatellite polymorphism. 

6. A method for evaluating a drug, wherein the effectiveness and safety of a drug 
metabolized by the drug metabolizing enzyme are evaluated based on the results obtained by 
the detection method according to any one of claims 1 to 5. 

30 7. A method for screening a drug, wherein the drug to be used is selected based 

on the results obtained in the evaluation method according to claim 6. 

8. A method for screening a drug, wherein the genetic polymorphism data 
associated with the gene encoding a drug metabolizing enzyme in a control subject is 
compared to the genetic polymorphism data associated with the same gene in a test subject, 

35 and wherein a drug to be used is selected from the results of an analysis of the effectiveness 
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and/or safety of the drugs metabolized by the drug metabolizing enzyme. 

9. The method according to any one of claims 1 to 8 wherein information of the 
polymorphic site is as shown in Table 1 . 

10. The method according to any one of claims 1 to 9, wherein the drug 
5 metabolizing enzyme is at least one selected from the group consisting of epoxide hydrolase, 

methyltransferase, N-acetyltransferase, sulfotransferase, quinone oxidereductase, glutathione 
S-transferase, UDP-glycosyltransferase, aldehyde dehydrogenase, alcohol dehydrogenase, 
esterase, NDUF, cytochrome P450 (CYP) and ATP-binding cassette. 

11. An oligonucleotide selected from the group consisting of the nucleotide 
10 sequences as shown in SEQ ID NOS: 1 through 3360 and sequences complementary thereto. 

12. An oligonucleotide created so that it contains information of the polymorphic 
site present in a gene encoding a drug metabolizing enzyme. 

13. The oligonucleotide according to claim 12, which is created so that the 
nucleotide positioned at its 5' or 3' end or its central part is the polymorphic site. 

15 14. The oligonucleotide according to claim 12, wherein the oligonucleotide 

containing a polymorphic site is composed of two fragments being linked to each other, one 
fragment being hybridizable to the gene encoding a drug metabolizing enzyme and the other 
fragment being not hybridizable thereto, and said polymorphic site is positioned at the 5' or 
3' end of the hybridizable fragment. 

20 15. The oligonucleotide according to any one of claims 12 to 14, wherein the 

oligonucleotide comprising an at least 13 nucleotide sequence within any of the nucleotide 
sequences as shown in SEQ ID NOS: 1 through 3360, said at least 13 nucleotide sequence 
containing the 21 st nucleotide, or a sequence complementary to said at least 13 nucleotide 
sequence. 

25 16. A genetic polymorphism detection kit comprising the oligonucleotide according to any 

one of claims 1 1 to 1 5. 

[Detailed Description of the Invention] 

[Technical Field to which the Invention Pertains] 

The present invention relates to information on genetic polymorphisms; a method 
30 for detecting information on genetic polymorphisms; a method for evaluating drugs using 

genetic polymorphisms; and a method for screening for drugs. 

[Background Art] 

As physical appearances, of human individuals vary infinitely, the human genetic 
code consisting of three billion (3,000,000,000) base pairs vary at a considerably large 
35 number of sites when compared among individuals. These differences in the genetic code 
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are called genetic polymorphisms, and single nucleotide polymorphism is known as a 
representative polymorphism. 

Single nucleotide polymorphism (SNP) means a difference in one DNA letter 
among individuals. As faces and shapes of human individuals vary infinitely, nucleotide 
5 sequences (i.e. genetic code) of individuals vary at a considerably large number of sites. 
SNPs are classified into cSNP (coding SNP) and gSNP (genome SNP) depending on their 
locations; cSNP is further classified into sSNP (silent SNP), rSNP (regulatory SNP) and 
iSNP (intron SNP). 

These SNPs are useful as polymorphic markers in searching for those genes which 

10 are associated in the development or worsening of diseases; finally, these SNPs directly 
relates to risk diagnosis of diseases or selection and use of therapeutic drugs in the clinical 
field. Also, drug development on the basis of evidence obtained using causative substances 
as target molecules has become the trend of the world. When a drug is administered to 
patients with the same disease, their responsiveness is diverse. Some patients show 

15 remarkable effect; some patients show low effect; and some patients show no effect. Thus, 
responsiveness to a drug varies greatly depending on the patient. Even if the conditions of 
patients are the same and diagnosed as the same disease, the routes which have caused that 
disease may be different; or the metabolizing rate of the drug may vary greatly among 
patients. Therefore, it is desired to select an appropriate drug and develop an appropriate 

20 therapeutic method against a target disease based on genetic polymorphisms such as SNPs 
(i.e. the so-called personalized medicine is desired). 

In addition to responsiveness to drugs, the problem of strong side effect which 
sometimes might be lethal is also one of the major problems that medical staffs should 
address. Even if there is no excessive administration caused by prescription error or the like, 

25 unexpected, lethal side effect might occur. Therefore, with respect to responsiveness to a 
drug, it is desired that the metabolism and delivery of the drug, the responsiveness of the 
drug's receptor and the sensitivities of those receptors associated with side effect should be 
determined taking into account genetic polymorphisms such as SNPs. 
[Problem to be Solved by the Invention] 

30 It is an object of the present invention to provide a method for detecting 

information on genetic polymorphism; a method for evaluating the efficacy and safety of 
drugs based on the information; and a method for screening for drugs. 
[Means for Solving Problem] 

As a result of extensive and intensive researches toward the solution of the above 

35 problem, the present inventors have succeeded in establishing a method which comprises 
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detecting genetic polymorphisms in a gene encoding a drug metabolizing enzyme and 
evaluating with the resultant information the relationship between a drug and a disease. 
Thus, the present invention has been achieved. 

The present invention is as described below. 
5 (1) A method for detecting a genetic polymorphism(s), comprising creating 

oligonucleotide probes and/or oligonucleotide primers so that the probes and/or primers 
contain a gene polymorphic site(s) present in a gene encoding a drug metabolizing enzyme 
or so that the polymorphic site(s) is/are contained in the amplified fragment when at least one 
of said gene encoding the drug metabolizing enzyme is amplified; and detecting at least one 

10 genetic polymorphism in a gene of a subject encoding the drug metabolizing enzyme using 
the resultant oligonucleotide probes and/or oligonucleotide primers. 

The oligonucleotide probe and/or oligonucleotide primer containing a gene 
polymorphic site is created so that the nucleotide positioned at its 5 5 or 3 5 end or its central 
part is the polymorphic site. The oligonucleotide probe containing a gene polymorphic site 

1 5 is composed of two fragments being linked to each other, one fragment being hybridizable to 
the gene encoding a drug metabolizing enzyme and the other fragment being not 
hybridizable thereto, and said polymorphic site is positioned at the 5' or 3' end of the 
hybridizable fragment. The oligonucleotide probes and/or oligonucleotide primers containing 
a gene polymorphic site include an oligonucleotide comprising an at least 13 nucleotide 

20 sequence within any of the nucleotide sequences as shown in SEQ ID NOS: 1 through 3360, 
said at least 13 nucleotide sequence containing the 21 st nucleotide, or a sequence 
complementary to said at least 13 nucleotide sequence. The types of genetic 
polymorphisms include single-nucleotide polymorphism, polymorphism caused by deletion, 
substitution or insertion of a plurality of nucleotides, or VNTR or microsatellite 

25 polymorphism. 

(2) A method for evaluating a drug, wherein the effectiveness and safety of a drug 
metabolized by the drug metabolizing enzyme are evaluated based on the results obtained by 
the detection method according to the above method. 

(3) A method for screening a drug, wherein the drug to be used is selected based 
30 on the results obtained in the above evaluation method. 

(4) A method for screening a drug, wherein the genetic polymorphism data 
associated with the gene encoding a drug metabolizing enzyme in a control subject is 
compared to the genetic polymorphism data associated with the same gene in a test subject, 
and wherein a drug to be used is selected from the results of an analysis of the effectiveness 

3 5 and/or safety of the drugs metabolized by the drug metabolizing enzyme. 
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In the above detecting method, evaluating method or screening method, 
information of the genetic polymorphism includes polymorphic site is as shown in Table 1 . 
Example of the drug metabolizing enzyme includes at least one, selected from the group 
consisting of epoxide hydrolase, methyltransferase, N-acetyltransferase, sulfotransferase, 
5 quinone oxidereductase, glutathione S-transferase, UDP-glycosyltransferase, aldehyde 
dehydrogenase, alcohol dehydrogenase, esterase, NDUF, cytochrome P450 (CYP) and 
ATP-binding cassette. 

(5) An oligonucleotide selected from the group consisting of the nucleotide 
sequences as shown in SEQ ED NOS: 1 through 3360 and sequences complementary thereto. 
10 (6) An oligonucleotide created so that it contains information of the polymorphic 

site present in a gene encoding a drug metabolizing enzyme. 

The above oligonucleotide is created so that the nucleotide positioned at its 5' or 3' 
end or its central part is the polymorphic site. The oligonucleotide is composed of two 
fragments being linked to each other, one fragment being hybridizable to the gene encoding a 
1 5 drug metabolizing enzyme and the other fragment being not hybridizable thereto, and said 
polymorphic site is positioned at the 5' or 3' end of the hybridizable fragment. Example of 
the oligonucleotide includes an oligonucleotide comprising an at least 13 nucleotide 
sequence within any of the nucleotide sequences as shown in SEQ ED NOS: 1 through 3360, 
said at least 13 nucleotide sequence containing the 21 st nucleotide, or a sequence 
20 complementary to said at least 13 nucleotide sequence. 

(7) A genetic polymorphism detection kit comprising the oligonucleotide 
described above. 

[Mode for Carrying Out the Invention] 

The present invention relates to a method for detecting a genetic polymorphism in a 

25 test subject using the genetic polymorphism data related to a drug metabolizing enzyme. 
The present invention analyzes the effectiveness, safety and strength of drugs metabolized by 
a drug metabolizing enzyme. The relationship between a disease and the drug to be 
evaluated is based on the results of the analysis. The genetic polymorphism data for the 
drug metabolizing enzyme is different for each patient with a given disease. Therefore, the 

30 effectiveness and safety of a specific drug depends on drug metabolism in the presence of 
certain genetic polymorphism data and the side effects in the presence of certain genetic 
polymorphism data. As a result, a physician can determine whether a certain drug should 
be used by a certain patient and can tailor drugs for use by a certain patient based on the 
genetic polymorphism data (so-called M made-to-order" treatments). 

35 
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1 . Genetic Polymorphism 

Genetic polymorphism includes single nucleotide polymorphism, insertion/deletion 
polymorphism, and polymorphism caused by difference in the number of repetition of a 
nucleotide sequence. Generally, single nucleotide polymorphism (SNP) means a 
5 polymorphism caused by substitution of one specific nucleotide with other nucleotide in a 
gene or its complementary strand (complementary sequence) region. In the present 
invention, however, the term SNP also includes the polymorphism caused by substitution 
above as well as a polymorphism caused by deletion of the nucleotide and a polymorphism 
caused by addition of one more nucleotide to the nucleotide. . 

10 Insertion/deletion type polymorphism means a polymorphism caused by deletion or 

insertion of a plurality of nucleotides (e.g. two to several ten nucleotides). Sometimes, 
several hundred to several thousand nucleotides may be deleted or inserted. The 
polymorphism caused by difference in the number of repetition of a nucleotide sequence has 
repetition of a sequence of two to several ten nucleotides, and the number of this repetition 

1 5 varies among individuals. Those polymorphisms where the repeat unit consists of several 
to several ten nucleotides are called VNTR (variable number of tandem repeats) 
polymorphism, and those polymorphisms where the repeat unit consists of about two to four 
nucleotides are called microsatellite polymorphism. In VNTR or microsatellite 
polymorphisms, the number of such repetition is different among individuals' alleles, which 

20 results in acquisition of variation. 

2. Drug Metabolizing Enzyme 

"Drug metabolizing enzymes" refer to a group of enzymes that catalyze in vivo 
structural changes in exogenous materials including drugs. When used for clinical purposes, 
25 the group of metabolizing enzymes includes some endogenous materials. Because 
drug-metabolizing enzymes absorb, metabolize and secrete drugs, the polymorphism of an 
enzyme depends on the amount of enzyme expressed (transcription and translation) and the 
amount of activity. As a result, there are blood serum concentrations of both unchanged 
materials and metabolites. 
30 Drug metabolizing enzymes expressed by the genes that are targeted for genetic 

polymorphism analysis in the present invention include, but are not limited to the following 
classes of enzymes: 

Epoxide hydrolases 
Methyltransferases 
35 N-acetyltransferases 
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Sulfotransferases 
Quinone oxidereductases 
Glutathione S-transferases 
UDP-glycosyltransferases 
Aldehyde dehydrogenases 
Alcohol dehydrogenases 
Esterases 

Ubiquinone dehydrogenases : NDUF 
Cytochrome P450s (CYPs) 
ATP -binding cassettes 
ATP-binding cassettes 
Other enzymes 

(1) Epoxide hydrolases are enzymes that hydrolyze epoxide using a 
trans-cleavage mechanism to produce 1,2-glycol. Examples include microsomal epoxide 
hydrolase 1 and cytoplasmic epoxide hydrolase 2. 

(2) Methyltransferases are enzymes that catalyze transmethylation in amino 
groups, hydroxyl groups and thiol groups. Examples include the following. 

Catechol-O-methyltransferase 

Histamin-N-methyltransferase 

Phenylethanolamine-N-methyltransferase 

Phosphatidylethanolamine-N-methyltransferase 

Nicotinamide-N-methyltransferase 

Guanidinoacetate-N- methyltransferase 

Acetylserotonin-O-methyltransferase 

(3) N-acetyltransferases are enzymes that catalyze transacetylation in amino 
groups, sulfonamide groups and hydrazine groups. Examples include the following. 

Aiylamine-N-acetyltransferase 1, 2 
Arylalkylamine-N-acetyltransferase 

N-acetyltransferase homologues of Saccharomyces cerevisiae 
LI intracellular adhesion molecules 

(4) Sulfotransferases are enzymes that contribute to sulfate conjugation and 
catalyzes trans-sulfonylation in phenols, steroids, arylamines and biliary acid. Examples 
include the following. 

Sulfotransferase 1A1, 1A2, 1 A3, 1C1, 1C2, 2A1, 2B1 
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Thyroid hormone sulfotransferase 
Tyrosyl protein sulfotransferase 1, 2 
Sulfotransferase-opening protein 3 
Estrogen sulfotransferase 
5 Cerebroside sulfotransferase 

HNK-sulfotransferase 1 
Carbohydrate sulfotransferase 2, 4, 5 
(5) Quinone oxidereductases are enzymes that catalyze the reduction of 
quinones such as o-quinone and p-quinone. Examples include the following. 
10 NAD(P)H: Quinone oxidereductase 1 

NRH: Quinone oxidereductase 2 
Quinone oxide transferase homologue 

(6) Glutathione S-transferases are enzymes that catalyze the conjugation of 
glutathione. Examples include the following. 

1 5 Glutathione S -transferase Mul , Mu2, Mu3, Mu4 ? Mu5 

Glutathione S-transferase Z (zeta) 

Glutathione S-transferase n (pi) 

Glutathione S-transferase 1 Theta 1 5 Theta 2 

Microsomal Glutathione S-transferase 1 
20 Microsomal Glutathione S-transferase 1-like 1 

Microsomal Glutathione S-transferase 2, 3 

Glutathione S-transferase Ha subunit 1,2 

Glutathione S-transferase A3, A4 

(7) UDP-glycosyltransferases are enzymes that catalyze the contribution of 
25 glucuronic acid to functional groups such as hydroxyl groups, carboxyl groups, amino 

groups and thiol groups after their introduction in the 1st drug metabolism route. Examples 
include the following. 

UDP-glycosyltransferase 1 

UDP-glycosyltransferase 2 Family Polypeptide Al, B7, BIO, B4, Bll, B15, B17 
30 UDP-glycosyltransferase 8 

Dolichyl-diphospho-oligosaccharide protein glycosyl transferase 

(8) Aldehyde dehydrogenases are enzyme that converts aldehydes into 
carboxylic acids. Examples include Aldehyde dehydrogenase 1 through 10. 

(9) Alcohol dehydrogenases are enzymes that convert alcohols into aldehydes 
35 or ketones. Examples include the following. 
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Alcohol dehydrogenase 1 through 7 

Hydroxy-CoA-dehydrogenase 

Short-chain alcohol dehydrogenase family genes 

(10) Esterases are enzymes that hydrolyze some esters. Examples include the 
following. 

Arylacetoamide deacetylase 
Granzyme A 
Granzyme B 
Interleukin 17 

Ubiquitin carboxyl-terminal esterase LI, 3 
Carboxyl esterase 1 
Lipase A 

Esterase D-formylglutathione hydrolase 
Carboxylester lipase 

(11) Ubiquinone dehydrogenases (NDUF) are enzymes that support energy 
metabolism, e.g., as in the mitochondrial respiratory chain. Examples include 
NADH-dehydrogenase la-subunit 1 through 10 

(12) Cytochrome P450s (CYPs) are enzymes that regulate 1st drug metabolism 
and introduce oxygen atoms to the drug. Examples include following. 

Cytochrome P450 (CYP) 1A1, CYP 1A2, CYP 2A6, CYP 2B6, CYP 2C8, CYP 
2C18, CYP 2C9, CYP 2C19, CYP 2E1, CYP 2D6, CYP 2E1, CYP 2F1, CYP 3A3, CYP 
3A4, CYP 3A7, CYP 3A43, CYP 4A11, CYP 4B1, CYP 4F2, CYP 4F3, CYP 4F8, CYP 
11B1, 2, CYP 17, CYP 19, CYP 21 A2, CYP 27. 

(13) ATP-binding cassettes/transporter absorb the drug and adjust the 
interstitial concentration with a transporter. Examples include the following. 

ATP-Binding Cassette Subfamily A Members 1 through 6 and 8 

ATP-Binding Cassette Subfamily B Members 1 through 1 1 

ATP-Binding Cassette Subfamily C Members 1 through 6 and 8 through 10 

ATP-Binding Cassette Subfamily D Members 1 through 4 

ATP-Binding Cassette Subfamily E Member 1 

ATP-Binding Cassette Subfamily F Members 1 through 3 

ATP-Binding Cassette Subfamily G Member 1 
(14) Other enzymes include gamma glutamyl transferase 1 and 
transglutaminase 1 . 
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3 . Information on Genetic Polymorphisms 

Genetic polymorphism data can be obtained using any general genetic 
polymorphism detection method. Examples include PCR methods hybridization methods 
using an allele-specific oligonucleotide matrix (e.g., TaqMan PCR method, Invader assay 
5 method), primer extension reaction methods, sequencing methods, MALDI-TOF/MS 
methods and the DNA chip methods, etc. PCR methods or sequencing methods are 
applicable to detection of any genetic polymorphisms and the other methods are applicable 
to detection of SNP. 

TaqMan PCR is a method using PCR reaction with a fluorescence-labeled, 

10 allele-specific oligo(s) and Taq DNA polymerase (Livak, K.J. Genet. Anal. 14, 143 (1999); 
Morris T. et al., J. Clin. Microbiol. 34, 2933 (1996)). The invader method is a method in 
which the hybridization of two reporter probes specific to respective alleles of SNP and one 
invader probe to the template DNA is combined with DNA cleavage by an enzyme having a 
special endonuclease activity of cleaving upon recognition of DNA structure (for example, 

15 see Livak, K. J. Biomol. Eng. 14, 143-149 (1999); Morris T. et al., J. Clin. Microbiol. 34, 
2933 (1996); Lyamichev, V et al., Science, 260, 778-783 (1993)). 

As methods using primer extension reaction, SniPer method may be employed, for 
example. The basic principle of SniPer method is a technique called RCA (rolling circle 
amplification) method in which DNA polymerase moves on a circular single-stranded DNA 

20 as a template to thereby synthesize a complementary strand thereto continuously. 
According to this method, SNP may be judged by detecting the presence or absence of a 
coloring reaction that occurs when DNA amplification takes place (Lizardi, P. M. et al., 
Nature Genet, 19, 225-232 (1998); Piated, A. S. et al., Nature Biotech., 16, 359-363 (1998)). 

The sequencing method refers to methods in which polymorphism-containing areas 

25 are amplified by PCR and the DNA sequences of the amplified products are sequenced with 
Dye Terminator or the like to thereby analyze the frequency of genetic polymorphisms 
(especially SNPs). 

MALDI-TOF/MS method is a method using a mass spectrometer. Basically, this 
is a method for SNP genotyping utilizing the difference in mass of different nucleotides. 
30 There are methods using PCR amplification and methods using multiplex (Haflf, L.A., 
Smirnov, LP., Genome Res., 7, 378- (1997); Little, D.P. et al. Eur. J. Clinica. Chem. Clin. 
Biochem., 35, 545- (1997); Ross, P., et al. Nat BiotechnoL, 16, 1347- (1998)). 

The DNA chip method is a method in which a large variety of DNA probes are 
aligned and immobilized on a baseboard such as glass; then, hybridization of a labeled DNA 
35 is performed thereon; and perfect match and one-nucleotide-mismatch are detected 
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discriminably by using a method of detecting the label signal (such as fluorescence) on the 
probe. 

The information on genetic polymorphisms, in particular information on SNPs, 
which may be used in the method of the present invention is as shown in Table 1 below. 
5 [Table 1] 

In Table 1 , the "Designation of Gene" column shows the designations of the genes 
encoding receptors. The nucleotides expressed with capital letters in the "Sequence" 
column are the SNP information. The two nucleotides on both sides of the mark "/" 

10 represent a homozygous or heterozygous SNP of the nucleotide. For example, "A/G" 
means that the allele is A/A or G/G homozygote or A/G heterozygote. The sequences in 
this Table basically represent 20 nucleotides each before and after the SNP. However, the 
nucleotide in parentheses [e.g. (T) in No. 26 of ABCB4] represents a polymorphism caused 
by insertion. The mark of open triangle (e.g. see No. 10 of NAT2) means a polymorphism 

15 caused by deletion of one nucleotide. In the nucleotide sequence in SEQ ID NO:674, n 
means VNTR and represents repeat sequence consisting of (cctgy)x (X represents integer of 
1 to 50). The nucleotide in parentheses provided with a number means that the nucleotide 
in the parentheses is repeated that number of times. For example, "(T) 9-12" appearing in 
SEQ ID NO: 1 552 (Table 1 , No. 55 of ABCB 1 1 ) means a sequence where T is repeated from 

20 9 to 12 times. 

The "Location" shows the location of SNP in the genome. The locations of SNPs 
in 5' flanking region, intron regions and 3' flanking region are counted taking the first 
nucleotide located immediately to the exon/intron junction as position 1 of the nucleotide 
sequence of the intron. The locations of SNPs in exon region are counted taking the first 

25 nucleotide located immediately to the exon/intron junction as position 1 of the nucleotide 
sequence of the exon. Numbers with "+" mark or without any mark mean that they are 
counted toward the 3' end of the gene; numbers with "-" mark mean that they are counted 
toward the 5' end of the gene. The numbers appearing in the "No." column correspond to 
the numbers appearing in respective gene maps (Figs. 9-141) which show the locations of 

30 SNPs. 

4. Preparation of Oligonucleotide Probes or Oligonucleotide Primers 

Oligonucleotides which are used in the detection method of the present invention as 
primers and/or probes may be prepared based on the nucleotide sequences described in Table 
35 1 (SEQ ED NOS: 1-3360), for example, when SNPs are to be detected, and these sequences 
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per se may be synthesized, or primers and/or probes may be designed and synthesized so that 
they contain a part of these sequences. However, it should be noted here that the nucleotide 
sequences of such primers or probes must contain an SNP (the portion indicated in capital 
letters in the "Sequence" column in Table 1). The present invention also includes 

5 complementary strands to such sequences. 

Taking SNP as an example for the purpose of illustration, a primer or probe is 
designed so that an SNP site is located at the 3' or 5' end of the nucleotide sequence of the 
primer or probe; or a primer or probe is designed so that an SNP site is located at the 3' or 5' 
end of the sequence complementary to its nucleotide sequence; or a primer or probe is 

10 designed so that an SNP site is located within four nucleotides, preferably two nucleotides, 
from the 3' or 5' end of its nucleotide sequence or the sequence complementary thereto. 
Alternatively, a primer or probe is designed so that an SNP site is located at the center of the 
full-length nucleotide sequence of the oligonucleotide. The "center" refers to a central 
region where the number of nucleotides counted from there toward the 5 5 end and the 

15 number of nucleotides counted from there toward the 3' end are almost equal. If the 
number of nucleotides of the oligonucleotide is an odd number, the "center" is the central 
five nucleotides, preferably the central three nucleotides, more preferably the single 
nucleotide at the very center. For example, if the oligonucleotide consists of 41 nucleotides, 
the "center" is from position 19 to position 23 nucleotides, preferably from position 20 to 

20 position 22 nucleotides, more preferably the nucleotide at position 21. If the number of 
nucleotides of the oligonucleotide is an even number, the "center" refers to the central four 
nucleotides, preferably the central two nucleotides. For example, if the oligonucleotide 
consists of 40 nucleotides, the "center" is from position 19 to position 22 nucleotides, 
preferably the nucleotide at position 20. 

25 If the polymorphism consists of a plurality of bases, the probe/primer is designed so 

the full polymorphism sequence is contained in the probe/primer. In some preferred 
embodiments, it is designed so one of the bases 1 through 4 on the 5 f end or 3' end 
complementing the primer DNA corresponds to the base at the very end of the 
polymorphism bases. (This is called the "corresponding base"; ideally, it is the base at the 

30 5' or 3' end). For example, in the INVADER assay, if a probe and INVADER 
oligonucleotide are prepared to detect a genetic polymorphism (CAGAGGCT) in No. 12 of 
NDUFA7 in Table 1 (SEQ ID NO: 828), the position of the corresponding base in the probe 
in FIG 4a (a "T" base in the figure) is designed to become "C" at the far left of sequence 
CAGAGGCT, and the N base in the INVADER oligonucleotide shown in FIG 4b is 

35 designed to replace the "C n at the far left of CAGAGGCT with A, T, C or G). Conversely, 
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if designed so the position of the corresponding base in the INVADER oligonucleotide is the 
far right "T" in CAGAGGCT, the "N" base is such that the corresponding base in the probe 
is "T." Further, the corresponding base of the INVADER oligonucleotide and the allele 
probe can be set anywhere in the CAGAGGCT sequence. 
5 The length of the nucleotide sequence is designed so that at least 13 nucleotides, 

preferably 13 to 60 nucleotides, more preferably 15 to 40 nucleotides, and most preferably 
18-30 nucleotides are contained. This oligonucleotide sequence may be used as a probe for 
detecting a target gene, and it may be used as either a forward (sense) primer or a reverse 
(antisense) primer. 

10 The oligonucleotide vised in the invention may be an oligonucleotide composed of 

two regions connected in tandem, one region being hybridizable to the genomic DNA and 
the other region being not hybridizable thereto. The order of connection is not particularly 
limited; either region may be located upstream or downstream. The hybridizable region of 
this oligonucleotide is designed based on the information on SNP-containing sequences 

1 5 described in Table 1 . The oligonucleotide is prepared so that the nucleotide located at the 5' 
or 3' utmost end of the region hybridizable to the genomic DNA corresponds to an SNP of 
interest. The region of the above oligonucleotide not hybridizable to the genomic DNA is 
designed at random so that it does not hybridize to the SNP-containing sequence described in 
Table 1 . This oligonucleotide may be used as a probe mainly for detecting SNPs in the 

20 invader method. 

Further, the primer used in the present invention is designed so that a nucleotide 
sequence given in Table 1 contains a SNP when amplified by PCR for the purposes of 
examining functional changes resulted from the SNP, judging the efficacy or non-efficacy, 
and examining the occurrence of side effect. The length of the primer is designed so that at 

25 least 15 nucleotides, preferably 15 to 30 nucleotides, more preferably 18 to 24 nucleotides 
are contained in the primer. The primer sequence is appropriately selected from the 
template DNA so that the amplified fragment has a length of 500 bp or less, preferably 100 
to 300 bp, more preferably 1 00 to 1 50 bp. 

The thus designed oligonucleotide primers or probes may be synthesized 

30 chemically according to known techniques. Usually, such primers or probes are 
synthesized with a commercial chemical synthesizer. 

It is also possible to label probes with fluorescent substances (e.g. FAM, VIC, Cy3, 
etc.) in advance to thereby automate detection procedures. 

The above-described oligonucleotide may be included in a genetic polymorphism 

35 detection kit together with polymerases (e.g. Taq polymerase), buffers (e.g. Tris buffer), 
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dNTPs and fluorescent dyes such as VIC, FAM. 
5. Detection 

Using the oligonucleotides prepared as described above as primers, a gene 
5 encoding a drug metabolizing enzyme (template DNA) is amplified with a DNA polymerase. 
Alternatively, the probe prepared as described above is hybridized to template DNAs to 
thereby detect those DNAs having the genetic polymorphism of interest. The template 
DNA may be prepared according to conventional methods, e.g. cesium chloride gradient 
centrifugation, the SDS lysis method, or phenol/chloroform extraction. 

10 (1) Detection by PCR 

Amplification may be performed by polymerase chain reaction (PCR). Specific 
examples of useful DNA polymerase include LA Taq DNA polymerase (Takara), Ex Taq 
polymerase (Takara), Gold Taq polymerase (Perkin Elmer), AmpliTaq (Perkin Elmer), Pfu 
DNA polymerase (Stratagene) and the like. 

15 Amplification conditions are as follows. Denaturation step at 85-105°C for 10-40 

seconds, preferably at 94°C for 20-30 seconds; annealing step at 50-72°C for 30 seconds to 1 
minute, preferably at 60°C for 20 seconds to 1 minutes; and extension step at 65-75 °C for 1-4 
minutes, preferably at 72°C for 2-3 minutes constitute one cycle, and 30 to 40 cycles are 
performed. However, in order to denature the template DNA and the primers sufficiently, a 

20 denaturation step of at 95 °C for 1-5 minutes [if Gold Taq polymerase (Perkin Elmer) is used, 
at least 8-15 minutes, preferably 10-12 minutes] may be added before the start of the 
above-described amplification cycles. Also, in order to extend the amplified DNA 
completely, an extension step of at 72°C for 1-10 minutes may be added after the above 
amplification cycles. Moreover, if the detection of the amplified product is not performed 

25 immediately, it is desirable to add a step of storing the amplified product at 4°C to avoid 
unspecific amplification. Thus, a gene encoding a receptor can be amplified. 

Subsequently, the amplified product is subjected to agarose gel electrophoresis, 
followed by staining with ethidium bromide, SYBR Green solution or the like to thereby 
detect the amplified product as a band or two to three bands (DNA fragments). Thus, a part 

30 of a gene encoding a drug metabolizing enzyme, containing a genetic polymorphism can be 
detected as a DNA fragment. Instead of agarose gel electrophoresis, polyacrylamide gel 
electrophoresis or capillary electrophoresis may be performed. It is also possible to 
perform PCR using primers labeled in advance with a substance such as fluorescent dye and 
to detect the amplified product. A detection method which does not require electrophoresis 

35 may also be employed; in such a method, the amplified product is bound to a solid support 
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such as a microplate, and a DNA fragment of interest is detected by means of fluorescence, 
enzyme reaction, or the like. 

(2) Detection by TaqMan PCR 

TaqMan PCR is a method using PCR reaction with fluorescently labeled 
5 allele-specific oligos and Taq DNA polymerase. The allele-specific oligo used in TaqMan 
PCR (called "TaqMan probe") may be designed based on the SNP information described 
above. The 5' end of TaqMan probe is labeled with fluorescence reporter dye R (e.g. FAM 
or VIC), and at the same time, the 3' end thereof is labeled with quencher Q (quenching 
substance) (Fig. 1). Thus, under these conditions, fluorescence is not detectable since the 
1 0 quencher absorbs fluorescence energy. Since the 3 9 end of TaqMan probe is phosphorylated, 
no extension reaction occurs from TaqMan probe during PCR reaction (Fig. 1). However, 
when PCR reaction is performed using this TaqMan probe together with Taq DNA 
polymerase and primers designed so that an SNP-containing region is amplified, the reaction 
described below occurs. 

1 5 First, a TaqMan probe hybridizes to a specific sequence in the template DNA (Fig. 

2a), and at the same time, an extension reaction occurs from a PCR primer (Fig. 2b). At 
this time, Taq DNA polymerase having 5' nuclease activity cleaves the hybridized TaqMan 
probe as the extension reaction of PCR primer proceeds. When the TaqMan probe has been 
cleaved, the fluorescent dye becomes free from the influence of the quencher. Then, 

20 fluorescence can be detected (Fig. 2c). 

For example, as shown in Fig. 3, two alleles are supposed: one allele has A at the 
SNP site (allele 1) and the other allele has G at the SNP site (allele 2). A TaqMan probe 
specific to allele 1 is labeled with FAM and another TaqMan probe specific to allele 2 is 
labeled with VIC (Fig. 3). These two allele specific oligos are added to PCR reagents, and 

25 then TaqMan PCR is performed with a template DNA whose SNP is to be detected. 
Subsequently, fluorescence intensities of FAM and VIC are determined with a fluorescence 
detector. When the SNP site of the allele is complementary to the site within TaqMan probe 
corresponding to the SNP, the probe hybridizes to the allele; and Taq polymerase cleaves the 
fluorescent dye of the probe, which becomes free form the influence of the quencher. As a 

30 result, fluorescence intensity is detected. 

If the template is a homozygote of allele 1, strong fluorescence intensity of FAM is 
recognized but the fluorescence of VIC is hardly recognized. If the template is a 
heterozygote of allele 1 and allele 2, fluorescence of both FAM and VIC can be detected. 

(3) SNP Detection by the Invader Method 

35 The invader method is a method for detecting SNPs by hybridizing allele-specific 



17 



JP2001-256862 



oligos to the template. In the invader method, two unlabeled oligos and one fluorescently 
labeled oligo are used. One of the two unlabeled oligos is called an "allele probe". The 
allele probe is composed of a region which hybridizes to the genomic DNA (template DNA) 
to form a complementary double strand, and a region (called "flap") which has a sequence 
5 entirely unrelated to the sequence of the template DNA and thus does not hybridize to the 
genomic DNA. A nucleotide located at the 5 5 or 3' utmost end of the hybridizable region 
corresponds to the SNP (Fig. 4a). The above-described flap sequence is an oligonucleotide 
having a sequence complementary to a FRET probe described later. The other oligo is 
called an "invader probe". This oligo is designed so that it hybridizes complementarity 
10 from the SNP site toward the 3' end of the genomic DNA (Fig. 4b). However, the 
nucleotide corresponding to the SNP ("N" in Fig. 4b) may be any nucleotide. Thus, when 
the genomic DNA (the template) is hybridized to the above-described two probes, one 
nucleotide (N) of the invader probe invades into the SNP position (Fig. 4c) forming a triple 
strand at the SNP site. 

15 On the other hand, the fluorescently labeled oligo has a sequence completely 

unrelated to the allele. This sequence is common regardless of the types of SNPs. This 
probe is called a "FRET" probe (fluorescence resonance energy transfer probe) (Fig. 5). 
The nucleotide at the 5' end of FRET probe (reporter) is labeled with fluorescent dye R, 
while quencher Q is linked upstream of the reporter. Therefore, under these conditions, the 

20 quencher absorbs the fluorescent dye and no fluorescence is detectable. A certain region of 
the FRET probe starting from the 5' end reporter nucleotide (designated "region 1") is also 
designed so that it is complementary to a certain region of the probe located 3' to region 1 
(designated "region 2") when region 1 and region 2 are faced with each other. Therefore, 
region 1 and region 2 form a complementary strand within the FRET probe (Fig. 5). Also, 

25 the region located toward 3' end of this complementary strand forming region is designed so 
that it hybridizes to the flap of the allele probe to thereby form a complementary strand (Fig. 
5). 

In the invader method, an enzyme called cleavase is used which is one of enzymes 
(5' nucleotidases) having a unique endonuclease activity of cleaving upon recognition of a 

30 special structure of DNA. Cleavase is an enzyme which cleaves the allele probe at a point 
immediately 3' to the SNP site when the genomic DNA, the allele probe and the invader 
probe form a triple strand at the SNP site. Therefore, when three nucleotides form a triple 
strand as shown in Fig. 4c, cleavase recognizes the 5' flap and cuts off this flap. As a result, 
the structure of this SNP site is recognized by cleavage (Fig. 6a), and the allele probe is cut at 

35 the site of its flap to liberate the flap (Fig. 6b). Subsequently, the flap liberated from the 
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allele probe complementarity binds to the FRET probe since it has a sequence 
complementary to the FRET probe (Fig. 6c). At this time, the SNP site of the flap invades 
into the portion of the FRET probe which has already formed a complementarity bound 
region. Cleavase again recognizes this structure and cuts off the nucleotide labeled with the 
5 fluorescent dye. The thus cleaved fluorescent dye becomes free from the influence of the 
quencher and emits fluorescence (Fig. 6d). When the SNP does not match the nucleotide 
corresponding to the SNP in the allele probe, a specific DNA structure recognizable by 
cleavase is not formed as seen in Fig. 7. Thus, the probe is not cleaved and no fluorescence 
is detected. 

10 For example, when an SNP is T/C, an invader probe and an allele probe for T, and a 

FRET probe with a FAM-linked reporter corresponding to the SNP are prepared. 
Separately, an invader probe and an allele probe for C, and a FRET probe with a VIC-linked 
reporter corresponding to the SNP are also prepared. Then, all of them are mixed to carry 
out SNP detection. As a result, if the SNP is T/T homozygous, the fluorescence of FAM is 

1 5 emitted; if the SNP is C/C homozygous, the fluorescence of VIC is emitted; and if the SNP is 
T/C heterozygous, the fluorescence of both FAM and VIC is emitted. Since FAM and VIC 
have different fluorescent wavelengths, they can be discriminated. 
(4) Detection by SniPer Method 

In order to detect SNPs by SniPer method, it is possible to discriminate alleles by 

20 examining the presence or absence of amplification by RCA. Briefly, the genomic DNA to 
be used as a template is linearized. Then, a probe is hybridized to this genomic DNA. 
When the probe sequence and the sequence of the genomic DNA as a template are 
complementary to each other and form a complementary strand, the genomic DNA can be 
converted into a circular DNA through ligation reaction. As a result, RCA of the circular 

25 DNA proceeds. On the other hand, when the ends of the probe do not match with the 
genomic DNA, the DNA is not ligated to become a circular DNA. Thus, RCA reaction 
does not proceed. Therefore, in Sniper method, a single-stranded probe which anneals with 
the genomic DNA and is circularizable is designed. This single-stranded probe is called a 
padlock probe. The sequences of the two ends of this padlock probe are designed so that 

30 they correspond to the SNP to be detected. Then, this padlock probe and the genomic DNA 
are mixed for ligation. If the two ends of the padlock probe and the SNP site of the 
genomic DNA are complementary to each other, the two ends of the padlock probe are 
joined by ligation, yielding a circular probe. If the two ends of the padlock probe and the 
SNP site of the genomic DNA are not complementary to each other, the probe does not 

35 become circular. Therefore, only those padlock probes which are complementary to the 
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SNP to be detected become circular and are amplified by DNA polymerase. By detecting 
the presence or absence of this amplification, SNP may be detected. For the detection, 
synthetic oligonucleotides which have a fluorescent dye and a quencher at their respective 
ends and also have a hairpin structure are used. 
5 (5) Detection by MALDI-TOF/MS Method 

MALDI-TOF/MS (Matrix Assisted Laser Disorption-Time of Flight/Mass 
Spectrometry) is a method using a mass spectrometer in SNP typing. This method is 
composed of the following steps. 

(i) PCR Amplification and Purification of SNP-Containing DNA Fragments 

10 PCR primers are designed so that there is no overlapping between them and the 

nucleotides of SNP site. Then, DNA fragments are amplified. The amplified fragments 
are purified from the amplification reaction product by treatment with exonuclease, alkaline 
phosphatase, etc. to remove primers, dNTPs, etc. 

(ii) Primer Extension (Thermal Cycling) and Purification 

15 Ten-fold or more primers are added to the template of the target region (which is 

the PCR product), and primer extension is performed by thermal cycling. The primers used 
here are designed so that their 3' ends are adjacent to the nucleotide of the SNP site. The 
length of the primer is 15 to 30 nucleotides, preferably 20 to 25 nucleotides. When 
multiplex reaction is performed, a sequence not complementary to the template is added to 

20 the 5' end. Thermal cycling is performed between the two temperatures of at 85-1 05°C 
(preferably 94°C) and at 35-40°C (preferably 37°C) for 20 to 30 cycles (preferably 25 cycles). 
The resultant reaction products are purified with a purification kit or the like to make them fit 
for mass spectrometer. 

(iii) Mass Spectrometry of DNA with Mass Spectrometer 

25 The purified extension reaction product is applied to a mass spectrometer to 

determine the mass of the objective product. Briefly, the purified product is mixed with a 
matrix, and 0.5-1.0 \x\ of the mixture is spotted on MALDI plate. After drying the plate, 
laser light is applied to the sample to prepare spectrograms. 
(6) Detection by DNA Sequencing Method 

30 In the present invention, polymorphisms may be detected by using single 

nucleotide extension reactions. Briefly, four types of dideoxynucleotides labeled with 
different fluorescent compounds are added to a reaction system containing a gene of interest. 
Then, single nucleotide extension reactions are performed. In this case, the nucleotide to be 
extended is the polymorphic site. Also, two reactions of DNA synthesis termination and 

35 the fluorescent labeling of the 3' end of DNA molecules are operated. Four types of 
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reaction solutions are subjected to electrophoresis on the same lane of a sequencing gel or on 
capillary. Difference in the fluorescent dyes used for labeling is detected with a 
fluorescence detector to thereby sequence the DNA band. Alternatively, the one-nucleotide 
extended oligonucleotide is examined with a fluorescence detection system or a mass 
5 spectrometry system or the like to thereby determine which nucleotide was extended using 
the difference in the fluorescent dyes. Instead of fluorescently labeled dideoxynucleotides, 
primers may be fluorescently labeled and used with unlabeled dideoxynucleotides. 

6. Evaluation of Drugs 

10 In the present invention, it is possible to evaluate the efficacy and safety of a drug 

intermediated by the receptor, from the results of detection of SNP and like that obtained as 
described above. 

Evaluation of drugs may be performed by typing system. Briefly, according to 
any one of the detection methods described above, allele frequencies between toxicity (side 

1 5 effect) occurrence group and non-occurrence group are compared. A polymorphism which 
brings about difference in allele frequencies between the two groups is selected as a marker 
for recognizing the occurrence of toxicity. As a statistical test, usually chi square test is 
carried out, but other statistical processing such as Fisher test may also be used. The active 
components (altered and metabolized drug components) in the drug will be reflected in blood 

20 and tissue concentrations. With respect to all genetic polymorphisms, the relation of cause 
and effect with the action or toxicity is examined. Then, only those genetic polymorphism 
sites that show correlation with the action or toxicity are selected. Allele pattern can be 
examined by preparing in advance all probes or primers for analyzing the genetic 
polymorphisms and reagents necessary for each technique in reaction plates, cards, glass 

25 baseboards or the like, and adding thereto the genomic DNA of a human subject for reaction. 
When the subject has a genetic polymorphism which has correlation with the toxicity, it is 
possible to predict whether the drug exhibits toxicity in that subject. The efficacy of a drug 
may be evaluated in a similar manner. Also, genetic polymorphisms which correlate with 
side effect or efficacy vary depending on drugs. Therefore, by conducting typing using 

30 correlating genetic polymorphisms for each drug, it becomes possible to predict the efficacy 
or side effect of the relevant drug. 

Using this, the frequency of the relevant genetic polymorphism is compared with 
efficacy/non-efficacy or presence/absence of side effect. When there is difference in allele 
frequency, a judgment on the relevant drug can be made. 

35 For example, if the results of analysis of an SNP in persons who showed toxicity 
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(side effect) upon administration of drug A have revealed statistically that 90% of those 
persons have T/T (e.g. fluorescence intensity of FAM was detected), and if the results of 
analysis of the SNP in persons who did not show toxicity (side effect) have revealed that 
only 10% of those persons have T/T and 90% of them have C/C, drug A can be evaluated 
5 that it should not be administered to persons with T/T. 

7. Screening for Drugs. 

In the present invention, the genetic polymorphism data obtained as described 
above is compared to genetic polymorphism data from genes encoding certain drug 

10 metabolizing enzymes to indicate the safety and effectiveness of drugs metabolized by these 
drug metabolizing enzymes. Therefore, the genetic polymorphism data obtained using the 
method of the present invention can be used to determine the likely effectiveness of certain 
drug therapies and to select the appropriate drug. 

As a method, the evaluation method described in "5. Evaluation of Drugs" may be 

15 used. Genetic polymorphisms with correlations to side-effects and effectiveness are said to 
be influenced by the activation, transfer and translation of certain enzymes. The cause and 
effect relationship with the side-effect or effectiveness expression mechanism may be 
indirect. The metabolization of drugs is being studied by pharmaceutical companies in 
laboratory and clinical testing. If there are genetic polymorphisms in enzyme genes 

20 correlating with severe side-effects, they can be removed and used under different conditions. 
The same is true of effectiveness. Drugs can be screened, therefore, using side-effects and 
effectiveness data. 

Further, by conducting genetic polymorphism frequency analysis on cases of 
volunteers with side effect occurrence and cases without side effect occurrence in clinical 
25 tests (from phase I to phase III tests), it becomes possible to detect new genetic 
polymorphisms other than the above-mentioned polymorphism which correlate with side 
effect or efficacy. By examining such polymorphisms in the same manner as described 
above, drug screening becomes possible. 

30 [Examples] 

Hereinbelow, the present invention will be described more specifically with 
reference to the following Example. However, the technical scope of the present invention 
is not limited to the Example. 
[EXAMPLE 1 ] Obtaining SNP Information 
35 (1) DNA Extraction 
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Blood samples were collected in the presence of EDTA from 48 individuals who 
have no kinship relation with one another. DNA extraction was carried as described below 
according to the method described in "Genome Analysis Laboratory Manual" (Yusuke 
Nakamura (ed.), Springer Verlag Tokyo). 
5 Blood sample (10 ml) was transferred to a 50 ml Falcon tube and centrifiiged at 

room temperature at 3000 rpm for 5 minutes. After removal of the supernatant (serum) 
with a pipette, 30 ml of RBC lysis buffer (lOmM NH4HCO3, 144mM NH 3 C1) was added and 
mixed until the precipitate became loosened. Then, the mixture was left at room 
temperature for 20 minutes. After centrifugation at room temperature at 3000 rpm for 5 

10 minutes, the supernatant (serum) was discarded with a pipette to obtain a pellet of white 
blood cells. RBC lysis buffer (30 ml) was added thereto, and the above-described 
operations were repeated twice. To the resultant white blood cell pellet, 4 ml of Proteinase 
K buffer (50mM Tris-HCl (pH7.4), lOOmM NaCl, ImM EDTA (pH8.0)), 200 |J of 10% 
SDS, and 200 ^1 of 10 mg/ml Proteinase K were added and mixed by inversion. The 

15 resultant mixture was left overnight stationery at 37°C. Subsequently, 4 ml of phenol was 
added to the mixture, which was then mixed slowly by inversion for 4 hours in a rotator 
(Rotator T-50, Taitec). After centrifugation at room temperature at 3000 rpm for 10 
minutes, the resultant upper layer was collected into a fresh tube. Four milliliters of 
phenol/chloroform/isoamyl alcohol (25:24:1 in volume ratio) was added to the tube and 

20 mixed by inversion for 2 hours in the same manner as described above. Then, the mixture 
was centrifiiged. The resultant upper layer was collected into a fresh tube, to which 4 ml of 
chloroform/isoamyl alcohol (24:1 in volume ratio) was added and mixed by inversion for 
30b minutes in the same manner as described above. Then, the mixture was centrifiiged. 
The resultant upper layer was collected into a fresh tube, to which 400 jxl of 8M ammonium 

25 acetate and 4 ml of isopropanol were added and mixed by inversion. Thread-like white 
deposit (DNA) was recovered into a 2 ml tube, to which 70% ethanol (1 ml) was added and 
mixed by inversion. The DNA was recovered into a fresh 2 ml tube and air-dried. Then, 
500 [i\ of TE solution (lOmM Tris-HCl (pH7.4), ImM EDTA (pH7.4)) was added for lysis, 
to thereby obtain a genomic DNA sample. 

30 (2) PCR 

Genomic sequences were obtained from GenBank DNA database. After removal 
of repeat sequences using RepMask computer program, PCR primers were designed so that 
PCR products have a length of about 1 kb. As genomic DNA, DNA samples obtained from 
48 individuals who have no kinship relation with one another and prepared to have the same 
35 concentration were used. DNA samples derived from three individuals each were mixed in 
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a tube in equal amounts. Of this mixture, 60 ng was used in PCR. PCR was performed 
with Ex-Taq (2.5 U; Takara) using GeneAmp PCR System 9700 (PE Applied Biosystems). 
Following a reaction at 94°C for 2 minutes, 35 cycles of denaturation at 94°C for 30 seconds, 
annealing at 60°C or 55°C for 30 seconds and extension at 72°C for 1 minute were 
5 performed. 

(3) Sequencing 

PCR products were purified with Array It (Telechem) and subjected to sequencing 
reaction using BigDye Terminator RR Mix (PE Applied Biosystems). Briefly, following a 
reaction at 96°C for 2 minutes, 25 cycles of denaturation at 96°C for 20 seconds, annealing at 
10 50°C for 30 seconds and extension at 60°C for 4 minutes were performed using GeneAmp 
PCR System 9700 (PE Applied Biosystems). After the sequencing reaction, sequences 
were analyzed with ABI PRISM 3700 DNA Analyzer. 

(4) Detection of SNPs 

PolyPhred computer program (Nickerson et al., 1997, Nucleic Acids Res., 25, 
1 5 2745-275 1 ) was used for the detection and analysis of SNPs. 

(5) Results 

The results as shown in Table 1 were obtained on SNPs. Figs. 9 to 141 show the 
designations, abbreviations and GenBank database Accession Nos. of the analyzed drug 
metabolizing enzyme, the structures of the genes encoding them, and the locations of SNPs. 
20 In Figs. 9 to 141, exons are indicated as open boxes or black lines on the relevant gene 
expressed as a horizontal line. The locations of SNPs are indicated above the gene with 
solid lines provided with numbers. 

[Example 2] 

25 Typing was performed on two different groups of patients using the INVADER assay. 

Results are shown in FIG 142. In FIG 142, the x-axis (Allele 1) indicates the intensity of the 
FAM fluorescent light corresponding to T, and the x-axis (Allele 2) indicates the intensity of 
the VIC fluorescent light corresponding to C. The slanted line indicates the SNP pattern for 
T/T, the black circles denote the pattern for C/C, and the white circles denote the pattern for 

30 T/C. The black squares indicate the background values. The x marks indicate where the 
detection failed. The group of patients in the graph for panel A (top) had many C/C SNP 
patterns and the group of patients in the graph for panel B (bottom) had many T/T SNP 
patterns. 

35 [Exmple 3] SNP Detection 
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Genome DNA was extracted from five unrelated people using the method described 
in Example 1, and the SNPs in three different drug metabolizing enzyme genes (EPHX1, 
ABCB2, AANAT) were detected using the INVADER assay method. The INVADER 
oligonucleotides and probes were designed using base sequence No. 3 (SEQ ID NO: 49) and 
5 No. 1 7 (SEQ ID NO: 63) in the case of EPHX1 , base sequence No. 4 (SEQ ID NO: 4) and 
No. 1 1 (SEQ ID NO: 1 1) in the case of ABCB2, and base sequence No. 3 (SEQ ID NO: 561 ) 
in the case of AANAT. The positions of the SNPs are shown in Table 1 . 
The results are shown in Table 2. 



Table 2 



Drug 


EPHX1 


ABCB2 


AANAT 


Metabolizing 


No. 3 


No. 17 


No. 4 


No. 11 


No. 3 


Enzyme Gene 


SEQ. ID No. 


SEQ. ID No. 


SEQ. ID No. 


SEQ. ID No. 


SEQ. ID No. 




49 


63 


4 


11 


561 


! SNP 


(T/G) 


(A/G) 


(G/T) 


(G/A) 


(T/A) 


Subject 1 


T/T 


A/G 


T/T 


G/A 


T/T 


Subject II 


T/T 


A/A 


G/G 


G/G 


T/A 


Subject III 


T/G 


A/A 


G/G 


A/A 


T/T 


Subject IV 


G/G 


A/G 


G/T 


G/G 


T/T 


Subject V 


T/G 


A/G 


G/T 


G/A 


T/A 



10 

As shown in Table 2, the SNPs in the drug metabolizing genes of patients can be 
detected and the patterns determined using the method of the present invention. 

[Effect of the Invention] 

15 According to the present invention, methods for analyzing SNPs are provided. 

According to the methods of the invention, it becomes possible to select appropriate drugs 
for target diseases. Thus, the methods of the invention are extremely useful. 

[SEQUENCE LISTING] 

20 

[SEQUENCE LISTING FREE TEXT] 

SEQ ID NO 39 : n represents t (Location 21). 
SEQ ID NO 64 : n represents c (Location 2 1 ). 
SEQ ED NO 580 : n represents a or deletion (Location 21). 
25 SEQ ID NO 634 : n represents a or deletion (Location 21). 
SEQ ED NO 656 : n represents a or deletion (Location 21). 
SEQ ED NO 658 : n represents c or deletion (Location 21). 
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SEQIDNO 671 
SEQIDNO 672 
SEQIDNO 673 
SEQIDNO 674 

5 SEQIDNO 676 
SEQIDNO 677 
SEQ ID NO 785 
SEQ ID NO 797 
SEQIDNO 806 

10 SEQ ED NO 808 
SEQIDNO 809 
SEQ ID NO 815 
SEQIDNO 828 
SEQIDNO 830 

15 SEQ ID NO 831 
SEQIDNO 843 
SEQIDNO 845 
SEQ ID NO 888 
SEQIDNO 890 

20 SEQ ID NO 913 
SEQ ID NO 932 
SEQIDNO 933 
SEQIDNO 955 
SEQIDNO 956 

25 SEQ ID NO 957 
SEQIDNO 987 
SEQIDNO 999 
SEQIDNO 1164 
SEQIDNO 1166 

30 SEQIDNO 1167 
SEQ ID NO 1168 
SEQIDNO 1169 
SEQIDNO 1171 
SEQIDNO 1173 

35 SEQIDNO 1175 



n represents a or deletion (Location 21). 

n represents g or deletion (Location 21). 

n represents c or deletion (Location 21). 

n represents (cctgy)x (Location 21). 

n represents gaa or deletion (Location 21). 

n represents ag or deletion (Location 21). 

n represents ta (Location 21). 

n represents acac (Location 21). 

n represents gatttgtggtatccag (Location 21). 

n represents ag or deletion (Location 21). 

n represents ta or deletion (Location 21). 

n represents t (Location 21). 

n represents cagaggct (Location 21). 

n represents ca or deletion (Location 21). 

n represents ag or deletion (Location 21). 

n represents gtaaa (Location 21). 

n represents a (Location 21). 

n represents tc (Location 21). 

n represents t or deletion (Location 21). 

n represents t or deletion (Location 21). 

n represents t or deletion (Location 21). 

n represents t or deletion (Location 21). 

n represents at or deletion (Location 21). 

n represents a or deletion (Location 21). 

n represents c or deletion (Location 21). 

n represents c (Location 21). 

n represents gtt or deletion (Location 21). 

: n represents at (Location 21). 

: n represents c or deletion (Location 21). 

: n represents t or deletion (Location 21). 

: n represents t or deletion (Location 21). 

: n represents g (Location 21). 

: n represents c (Location 21). 

: n represents t (Location 21). 

: n represents c or deletion (Location 21). 
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SEQ ID NO 1200 
SEQ ID NO 1204 
SEQ ID NO 1207 
SEQ ID NO 1210 
5 SEQ ED NO 1245 
SEQ ID NO 1248 
SEQ ID NO 1249 
SEQ ID NO 1251 
SEQ ID NO 1252 

10 SEQ ID NO 1260 
SEQ ID NO 1309 
SEQ ID NO 1389 
SEQ ID NO 1411 
SEQ ID NO 1417 

15 SEQ ID NO 1424 
SEQ ID NO 1426 
SEQ ID NO 1429 
SEQ ID NO 1436 
SEQ ID NO 1453 

20 SEQ ID NO 1456 
SEQ ID NO 1465 
SEQ ID NO 1487 
SEQ ID NO 1494 
SEQ ED NO 1497 

25 SEQ ID NO 1499 
SEQ ID NO 1501 
SEQ ID NO 1504 
SEQ ID NO 1507 
SEQ ID NO 1533 

30 SEQ ID NO 1540 
SEQ ID NO 1545 
SEQ ID NO 1552 
SEQ ID NO 1555 
SEQ ID NO 1557 

35 SEQ ID NO 1558 



n represents a or deletion (Location 21). 

n represents a (Location 21). 

n represents tt (Location 21). 

n represents at (Location 21). 

n represents t (Location 21). 

n represents t or deletion (Location 21). 

n represents t (Location 21). 

n represents a or deletion (Location 21). 

n represents tgt or deletion (Location 21). 

n represents t or deletion (Location 21). 

n represents a or deletion (Location 21). 

n represents g or deletion (Location 21). 

n represents a or deletion (Location 21). 

n represents aaag (Location 21). 

n represents gtg or deletion (Location 21). 

n represents gg or tggtggggtgga (Location 21). 

n represents at or deletion (Location 21). 

n represents a (Location 21). 

n represents c or deletion (Location 21). 

n represents gg (Location 21). 

n represents gtc or deletion (Location 21). 

n represents t or deletion (Location 21). 

n represents tt (Location 21). 

n represents 9 to 12 repeats of t (Location 21). 

n represents a or deletion (Location 21). 

n represents 10 to 13 repeats of a (Location 21). 

n represents ct or deletion (Location 21). 

n represents cagatcttcttcagctaatttagaaatgt (Location 21). 

n represents a or deletion (Location 21). 

n represents c (Location 21). 

n represents t (Location 21). 

n represents 9 to 12 repeats or t (Location 21). 

n represents t (Location 21). 

n represents aaaaaaagaaaa (Location 21). 

n represents aaaaaaaaaaaa (Location 2 1 ). 
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SEQ ID NO 1559 : n represents aaaaaaaaaa (Location 21). 

SEQ ID NO 1563 : n represents t or deletion (Location 21). 

SEQ ID NO 1572 : n represents c (Location 21). 

SEQ ED NO 1574 : n represents a or deletion (Location 21). 

SEQ ID NO 1575 : n represents c or deletion (Location 21). 

SEQ ID NO 1596 : n represents cct or deletion (Location 21). 

SEQ ID NO 1598 : n represents tc (Location 21). 

SEQ ID NO 1616 : n represents ca or deletion (Location 21). 

SEQ ID NO 1638 : n represents g (Location 21). 

SEQ ID NO 1661 : n represents t or deletion (Location 21). 

SEQ ID NO 1690 : n represents gccag (Location 21). 

SEQ ID NO 1718 : n represents t (Location 21). 

SEQ ID NO 1723 : n represents c or deletion (Location 21). 

SEQ ID NO 1729 : n represents tc or deletion (Location 21). 

SEQ ID NO 1740 : n represents ct or deletion (Location 21). 

SEQ ID NO 1 77 1 : n represents a (Location 2 1 ). 

SEQ ID NO 1781 : n represents a or deletion (Location 21). 

SEQ ID NO 1787 : n represents t or deletion (Location 21). 

SEQ ID NO 1791 : n represents t or deletion (Location 21). 

SEQ ID NO 1792 : n represents g or deletion (Location 21). 

SEQ ID NO 1800 : n represents t or deletion (Location 21). 

SEQ ID NO 1 801 : n represents t or deletion (Location 21). 

SEQ ID NO 1802 : n represents a or deletion (Location 21). 

SEQ ID NO 1815 : n represents a or deletion (Location 21). 

SEQ ID NO 1819 : n represents ca or deletion (Location 21). 

SEQ ID NO 1820 : n represents t or deletion (Location 21). 

SEQ ID NO 1824 : n represents t or deletion (Location 21). 

SEQ ID NO 1 829 : n represents t or deletion (Location 21). 

SEQ ID NO 1830 : n represents c or deletion (Location 21). 

SEQ ID NO 1838 : n represents a or deletion (Location 21). 

SEQ ID NO 1840 : n represents t or deletion (Location 21). 

SEQ ID NO 1847 : n represents gatt or deletion (Location 21). 

SEQ ID NO 1848 : n represents t (Location 21). 

SEQ ID NO 1853 : n represents t or deletion (Location 21). 

SEQ ID NO 1854 : n represents gt (Location 21). 
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SEQ ED NO 1 857 : n represents a or deletion (Location 21). 
SEQ ID NO 1 858 : n represents a or deletion (Location 21). 
SEQ ID NO 1 862 : n represents t or deletion (Location 21). 
SEQ ID NO 1 865 : n represents at or deletion (Location 21). 
SEQ ED NO 1 871 : n represents a or deletion (Location 21). 
SEQ ID NO 1 874 : n represents t or deletion (Location 21). 
SEQ ID NO 1 877 : n represents at or deletion (Location 21). 
SEQ ED NO 1 878 : n represents a or deletion (Location 21). 
SEQ ID NO 1879 : n represents 12 to 14 repeats of t (Location 21). 
SEQ ID NO 1882 : n represents t or deletion (Location 21). 
SEQ ID NO 1884 : n represents cac or deletion (Location 21). 
SEQ ID NO 1891 : n represents cca (Location 21). 
SEQ ID NO 1919 : n represents t or deletion (Location 21). 
SEQ ID NO 1949 : n represents c or deletion (Location 21). 

SEQ ED NO 1957 : n represents aaaa or deletion (Location 21). 

SEQ ID NO 1970 : n represents c or deletion (Location 21). 

SEQ ED NO 1980 : n represents 7 to 9 repeats of t (Location 21). 

SEQ ED NO 1981 : n represents a or deletion (Location 21). 

SEQ ID NO 1993 : n represents taac or deletion (location 21). 

SEQ ID NO 1994 : n represents ctcttt (Location 21). 

SEQ ID NO 1995 : n represents ct (Location 21). 

SEQ ID NO 2002 : n represents a or deletion (Location 21). 

SEQ ED NO 2005 : n represents t or deletion (Location 21). 

SEQ ID NO 2008 : n represents g or deletion (Location 21). 

SEQ ID NO 201 1 : n represents aattagaa or deletion (Location 21). 

SEQ ID NO 2012 : n represents tttaaaa or ttttaa (Location 21). 

SEQ ID NO 2015 : n represents t or deletion (location 21). 

SEQ ID NO 2020 : n represents t or deletion (Location 21). 

SEQ ID NO 2024 : n represents g or deletion (location 21). 

SEQ ED NO 2025 : n represents t or deletion (Location 21). 

SEQ ED NO 2030 : n represents aaa or deletion (Location 21). 

SEQ ID NO 203 1 : n represents a or deletion (Location 2 1 ). 

SEQ ED NO 2042 : n represents c (Location 21). 

SEQ ID NO 2072 : n represents a or deletion (Ex>cation 21). 

SEQ ID NO 2074 : n represents a or deletion (Location 21). 
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SEQIDNO 2243 
SEQIDNO 2244 
SEQIDNO 2245 
SEQIDNO 2246 
5 SEQIDNO 2247 
SEQIDNO 2248 
SEQIDNO 2249 
SEQIDNO 2250 
SEQIDNO 2252 

10 SEQIDNO 2253 
SEQIDNO 2254 
SEQIDNO 2255 
SEQIDNO 2257 
SEQIDNO 2258 

15 SEQIDNO 2259 
SEQIDNO 2260 
SEQIDNO 2261 
SEQ ID NO 2262 
SEQIDNO 2263 

20 SEQ ID NO 2265 
SEQIDNO 2266 
SEQIDNO 2267 
SEQ ID NO 2268 
SEQ ID NO 2269 

25 SEQ ID NO 2270 
SEQ ID NO 2271 
SEQ ID NO 2273 
SEQIDNO 2274 
SEQ ID NO 2275 

30 SEQ ID NO 2276 
SEQIDNO 2277 
SEQ ID NO 2278 
SEQ ID NO 2279 
SEQIDNO 2280 

35 SEQ ID NO 2348 



n represents 14 to 16 repeats of tea (Location 21). 

n represents 8 to 10 repeats of a (Location 21). 

n represents cacagtcat or deletion (Location 21). 

n represents tt or deletion (Location 21). 

n represents 10 to 12 repeats of a (Location 21). 

n represents c or deletion (Location 21). 

n represents 16 to 18 repeats of a (Location 21). 

n represents g (Location 21). 

n represents c or deletion (Location 21). 

n represents t or deletion (Location 21). 

n represents a or deletion (Location 21). 

n represents tg (Location 21). 

n represents 10 to 13 repeats of t (Location 21). 

n represents 1 1 to 1 3 repeats of gt (Location 21). 

n represents a or deletion (Location 21). 

n represents g or deletion (Location 21). 

n represents g or deletion (Location 21). 

n represents 9 to 1 1 repeats of t (Location 21). 

n represents g (Location 21). 

n represents tt or deletion (Location 21). 

n represents 7 to 9 repeats of a (Location 21). 

n represents 9 to 1 1 repeats of t (Location 21). 

n represents 9 to 10 repeats of a (Location 21). 

n represents gt or deletion (Location 21). 

n represents a or deletion (Location 21). 

n represents t (Location 21). 

n represents a or deletion (Location 21). 

n represents ct or deletion (Location 21). 

n represents g or deletion (Location 21). 

n represents a or deletion (Location 21). 

n represents a or deletion (Location 21). 

n represents a or deletion (Location 21). 

n represents c or deletion (Location 21). 

n represents aaag or deletion (Location 21). 

n represents 22 to 26 repeats of t (Location 21). 



30 



JP2001 -256862 



SEQ ED NO 2349 : n represents 8 to 10 repeats of g (Location 21). 

SEQ ID NO 2350 : n represents 6 to 7 repeats of c (Location 21). 

SEQ ID NO 2351 : n represents 12 to 14 repeats of a (Location 21). 

SEQ ID NO 2427 : n represents caccaggcagcagactctgatgaggaggggaggggg (Location 21). 
5 SEQ ED NO 2429 : n represents g (Location 21). 

SEQ ID NO 2474 : n represents tcac or deletion (Location 21). 

SEQ ID NO 2475 : n represents t or deletion (Location 21). 

SEQ ID NO 2476 : n represents 9 to 1 1 repeats oft (Location 21). 

SEQ ED NO 2477 : n represents 7 to 8 repeats of a (location 21). 
10 SEQ ID NO 2495 : n represents 13 to 16 repeats of t (Location 21). 

SEQ ID NO 2496 : n represents 9 to 10 repeats of t (Location 21). 

SEQ ID NO 2497 : n represents 14 to 16 repeats of t (Location 21). 

SEQ ID NO 2498 : n represents 1 3 to 1 7 repeats of t (Location 21). 

SEQ ED NO 2499 : n represents t (Location 21). 
15 SEQ ID NO 2501 : n represents 8 to 9 repeats of a (Location 21). 

SEQ ID NO 2502 : n represents 8 to 9 repeats of t (Location 21). 

SEQ ED NO 2503 : n represents gcagtattactgtagt or deletion (Location 21). 

SEQ ID NO 2504 : n represents 13 to 14 repeats of t (Location 21). 

SEQ ID NO 2505 : n represents 9 to 10 repeats of t (Location 21). 
20 SEQ ID NO 2506 : n represents 10 to 1 1 repeats of t (Location 21). 

SEQ ED NO 2524 : n represents t or deletion (Location 21). 

SEQ ID NO 2525 : n represents 12 to 15 repeats of t (Location 21). 

SEQ ID NO 2586 : n represents a or deletion (Location 21). 

SEQ ED NO 2587 : n represents at or deletion (Location 21). 
25 SEQ ED NO 2594 : n represents t or deletion (Location 21). 

SEQ ID NO 2595 : n represents ttc or deletion (Location 21). 

SEQ ID NO 2606 : n represents ctt (Location 21). 

SEQ ID NO 2651 : n represents 9 to 1 1 repeats of c (Location 21). 

SEQ ED NO 2652 : n represents 15 to 21 repeats of a (Location 21). 
30 SEQ ID NO 2653 : n represents ggggtggcggggtggg or deletion (Location 21). 

SEQ ID NO 2654 : n represents t or deletion (Location 21). 

SEQ ID NO 2655 : n represents a (Location 21). 

SEQ ID NO 2657 : n represents a or deletion (Location 21). 

SEQ ID NO 2658 : n represents 10 to 12 repeats of t (Location 21). 
35 SEQ ED NO 2659 : n represents tt (Location 2 1 ). 
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SEQ ID NO 2661 : n represents tccctccttgaagctgatcgt or deletion (Location 21). 
SEQ ID NO 2662 : n represents 12 to 1 8 repeats of ca (Location 21). 
SEQ ID NO 2685 : n represents 1 8 to 20 repeats of a (Location 21). 

SEQ ID NO 2686 : n represents aa (Location 21). 
5 SEQ ID NO 2688 : n represents t or deletion (Location 21). 

SEQ ID NO 2689 : n represents 9 to 13 repeats of t (Location 21). 

SEQ ED NO 2690 : n represents aa or deletion (Location 21). 

SEQ ID NO 2691 : n represents ttgaca or gtccaatat (Location 21). 

SEQ ID NO 2692 : n represents eta or deletion (Location 21). 
10 SEQ ID NO 2693 : n represents 9 to 10 repeats of t (Location 21). 

SEQ ID NO 2694 : n represents gagatgttgtggctcacat (Location 21). 

SEQ ID NO 2696 : n represents cc or deletion (Location 21). 

SEQ ID NO 2697 : n represents act or deletion (Location 21). 

SEQ ID NO 2755 : n represents tat or deletion (Location 21). 
1 5 SEQ ID NO 2756 : n represents 1 4 to 1 7 repeats of ac (Location 2 1 ). 

SEQ ID NO 2757 : n represents 16 to 27 repeats of a (Location 21). 

SEQ ID NO 2758 : n represents t or deletion (Location 21). 

SEQ ID NO 2759 : n represents 8 to 10 repeats of a (Location 21). 

SEQ ID NO 2760 : n represents 9 to 11 repeats of gt (Location 21). 
20 SEQ ID NO 276 1 : n represents aa or deletion (Location 2 1 ). 

SEQ ID NO 2762 : n represents t or deletion (Location 21). 

SEQ ID NO 2763 : n represents 8 to 12 repeats of ac (Location 21). 

SEQ ID NO 2764 : n represents a or deletion (Location 21). 

SEQ ID NO 2810 : n represents a (Location 21). 
25 SEQ ID NO 28 1 2 : n represents aa or deletion (Location 21). 

SEQ ID NO 281 3 : n represents ca or deletion (Location 21). 

SEQ ID NO 2814 : n represents t or deletion (Location 21). 

SEQ ID NO 281 5 : n represents tgtgtg or deletion (Location 21). 

SEQ ID NO 2912 : n represents a (Location 21). 
30 SEQ ID NO 2914 : n represents g (Location 21). 

SEQ ID NO 2916 : n represents actt or deletion (Location 21). 

SEQ ID NO 2917 : n represents ttta or deletion (Location 21). 

SEQ ID NO 291 8 : n represents 1 1 to 1 3 repeats of a (Location 21). 

SEQ ID NO 2919 : n represents 8 to 10 repeats of t (Location 21). 
35 SEQ ID NO 2920 : n represents 12 to 14 repeats of a (Location 21). 
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SEQIDNO 2921 
SEQ ID NO 2922 
SEQIDNO 2923 
SEQ ID NO 2924 
5 SEQ ID NO 2926 
SEQ ID NO 2927 
SEQ ID NO 2928 
SEQIDNO 2929 
SEQIDNO 2930 

10 SEQ ID NO 2931 
SEQIDNO 2932 
SEQ ID NO 2933 
SEQIDNO 2999 
SEQ ID NO 3000 

15 SEQ ID NO 3001 
SEQ ID NO 3002 
SEQ ID NO 3004 
SEQ ID NO 3005 
SEQ ID NO 3006 

20 SEQ ID NO 3007 
SEQ ID NO 3008 
SEQ ID NO 3009 
SEQ ID NO 3010 
SEQ ID NO 3011 

25 SEQ ID NO 3012 
SEQ ED NO 3013 
SEQ ID NO 3014 
SEQ ID NO 3021 
SEQ ID NO 3022 

30 SEQ ID NO 3042 
SEQ ID NO 3044 
SEQ ID NO 3046 
SEQ ID NO 3047 
SEQ ID NO 3049 

35 SEQ ID NO 3051 



n represents cttgta or deletion (Location 21). 

n represents 9 to 1 0 repeats of a (Location 21). 

n represents ctt or deletion (Location 21). 

n represents ctt (Location 21). 

n represents a or deletion (Location 21). 

n represents 9 to 1 1 repeats of a (Location 21). 

n represents tgt or deletion (Location 21). 

h represents 24 to 27 repeats of a (Location 21). 

n represents 10 to 21 repeats of ta (Location 21). 

n represents 8 to 10 repeats of a (Location 21). 

n represents 1 1 to 13 repeats of a (Location 21). 

n represents 8 to 10 repeats of a (Location 21). 

n represents tatc or deletion (Location 21). 

n represents atattcacttggtatctg or deletion (Location 21). 

n represents ttta or deletion (Location 21). 

n represents t (Location 21). 

n represents g or deletion (Location 21). 

n represents a or deletion (Location 21). 

n represents 9 to 1 1 repeats of a (Location 21). 

n represents g or deletion (Location 21). 

n represents 4 to 5 repeats of at (Location 21). 

n represents 7 to 8 repeats of t (Location 21). 

n represents 1 9 to 23 repeats of t (Location 21). 

n represents t or deletion (Location 21). 

n represents tgat or deletion (Location 21). 

n represents 8 to 1 0 repeats of t (Location 21). 

n represents a or deletion (Location 21). 

n represents 1 3 to 15 repeats of a (Location 21). 

n represents 12 to 15 repeats of t (Location 21). 

n represents g (Location 21). 

n represents a or deletion (Location 21). 

n represents g or deletion (Location 21). 

n represents 1 1 to 13 repeats of t (Location 21). 

n represents a or deletion (Location 21). 

n represents 9 to 1 1 repeats oft (Location 21). 
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SEQ ED NO 3054 : n represents t or deletion (Location 21). 

SEQ ED NO 3056 : n represents t or deletion (Location 21). 

SEQ ED NO 3060 : n represents t or deletion (Location 21). 

SEQ ID NO 3065 : n represents aaga (Location 21). 

SEQ ID NO 3069 : n represents aaaa or deletion (Location 21). 

SEQ ID NO 3073 : n represents 9 to 1 1 repeats of t (Location 21). 

SEQ ID NO 308 1 : n represents a or deletion (Location 21 ). 

SEQ ID NO 3 1 03 : n represents 1 1 to 1 3 repeats oft (Location 21). 

SEQ ID NO 3 1 19 : n represents acta (Location 21). 

SEQ ID NO 3125 : n represents gtg or deletion (Location 21). 

SEQ ED NO 3130 : n represents 1 1 to 12 repeats of t (Location 21). 

SEQ ID NO 3 140 : n represents tta or deletion (Location 21). 

SEQ ED NO 3 1 54 : n represents g (Location 2 1 ). 

SEQ ID NO 3 1 56 : n represents a (Location 2 1 ). 

SEQ ID NO 3158 : n represents cct or deletion (Location 21). 

SEQ ED NO 3169 : n represents gga (Location 21). 

SEQ ID NO 3 1 79 : n represents 12 to 14 repeats of t (location 21). 

SEQ ID NO 3 1 84 : n represents 1 6 to 1 7 repeats of t (Location 21). 

SEQ ED NO 3196 : n represents g (Location 21). 

SEQ ID NO 3273 : n represents ag (Location 21). 

SEQ ID NO 3306 : n represents g (Location 21). 

SEQ ED NO 3310 : n represents c (Location 21). 

SEQ ID NO 33 15 : n represents ct or deletion (Location 21). 

SEQ ID NO 33 17 : n represents gc or deletion (location 21). 

SEQ ID NO 3352 : n represents 8 to 1 1 repeats of t (Location 21). 

SEQ ID NO 3355 : n represents a (Location 21). 

SEQ ED NO 3358 : n represents t or deletion (Location 21). 

[Brief Description of Drawings] 

Figure 1 shows TaqMan probes. 

Figure 2 represents an outline of the TaqMan PCR method. 
Figure 3 shows probes labeled with fluorescent dyes. 
Figure 4 shows an outline of the INVADER assay. 
Figure 5 shows a FRET probe. 
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Figure 6 shows an outline of the INVADER assay. 
Figure 7 shows a probe in which the allele does not match the probe. 
Figure 8 shows one embodiment of allele identification using a ligation reaction. 
Figure 9 shows a structure of ATP-binding cassette subfamily B member 2 (ABCB2) 
5 gene and the SNP location therein. 

Figure 10 shows a structure of ATP-binding cassette subfamily B member 4 
(ABCB4) gene and the SNP location therein. 

Figure 11 shows a structure of microsomal epoxide hydrolase 1 (EPHX1) gene and 
the SNP location therein. 

10 Figure 12 shows a structure of cytoplasmic epoxide hydrolase (EPHX2) gene and 

the SNP location therein. 

Figure 13 shows a structure of guanidinoacetate N-methyl transferase (GAMT) 
gene and the SNP location therein. 

Figure 14 shows a structure of nicotinamide N-methyl transferase (NNMT) gene 
1 5 and the SNP location therein. 

Figure 15 shows a structure of phenyl ethanolamine N-methyl transferase (PNMT) 
gene and the SNP location therein. 

Figure 16 shows a structure of phosphatidylethanolamine N-methyl transferase 
(PEMT) gene and the SNP location therein. 
20 Figure 17 shows a structure of glutathione S transferase 3 (GSTM3) gene and the 

SNP location therein. 

Figure 18 shows a structure of aldehyde dehydrogenase 5 (ALDH5) gene and the 
SNP location therein. 

Figure 19 shows a structure of transglutaminase 1 (TGM1) gene and the SNP 
25 location therein. 

Figure 20 shows a structure of gamma-glutamyl transferase 1 (GGT1) gene and the 

SNP location therein. 

Figure 21 shows a structure of NAD (P)H: quinone oxidoreductase 1 (NQOl) gene 
and the SNP location therein. 
30 Figure 22 shows a structure of p53-inducible gene 3 (PIG3) in a quinone 

oxidoreductase homolog and the SNP location therein. 

Figure 23 shows a structure of NRH: quinone oxidoreductase 2 (NQ02) gene and 
the SNP location therein. 

Figure 24 shows a structure of sulfotransferase 1A1 (SULT1A1/STP1) gene and the 
3 5 SNP location therein. 
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Figure 25 shows a structure of sulfotransferase 1 A2 (SULT1A2/STP2) gene and the 
SNP location therein. 

Figure 26 shows a structure of sulfotransferase-associated protein 3 (SULTX3) gene 
and the SNP location therein. 
5 Figure 27 shows a structure of tyrosyl protein sulfotransferase 1 (TPST1) gene and 

the SNP location therein. 

Figure 28 shows a structure of tyrosyl protein sulfotransferase 2 (TPST2) gene and 
the SNP location therein. 

Figure 29 shows a structure of sulfotransferase 1A3 (SULT1A3/STM/HAST) gene 
1 0 and the SNP location therein. 

Figure 30 shows a structure of cerebroside sulfotransferase (CST) gene and the SNP 
location therein. 

Figure 31 shows a structure of sulfotransferase 1C1 (SULT1C1) gene and the SNP 
location therein. 

15 Figure 32 shows a structure of sulfotransferase 1C2 (SULT1C2) gene and the SNP 

location therein. 

Figure 33 shows a structure of thyroid hormone sulfotransferase (ST1B2) gene and 
the SNP location therein. 

Figure 34 shows a structure of carbohydorate sulfotransferase 2 (CHST2) gene and 
20 the SNP location therein. 

Figure 35 shows a structure of sulfotransferase 2A1 (SULT2A1) gene and the SNP 
location therein. 

Figure 36 shows a structure of sulfotransferase 2B1 (SULT2B1) gene and the SNP 
location therein. 

25 Figure 37 shows a structure of carbohydorate sulfotransferase 4 (CHST4) gene and 

the SNP location therein. 

Figure 38 shows a structure of carbohydorate sulfotransferase 5 (CHST5) gene and 
the SNP location therein. 

Figure 39 shows a structure of HNK-sulfotransferase (HNK-1ST) gene and the SNP 
30 location therein. 

Figure 40 shows a structure of estrogen sulfotransferase (STE) gene and the SNP 
location therein. 

Figure 41 shows a structure of alcohol dehydrogenase 1 (ADH1) gene and the SNP 
location therein. 

35 Fi giore 42 shows a structure of alcohol dehydrogenase 2 (ADH2) gene and the SNP 
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location therein. 

Figure 43 shows a structure of alcohol dehydrogenase 3 (ADH3) gene and the SNP 
location therein. 

Figure 44 shows a structure of alcohol dehydrogenase 6 (ADH6) gene and the SNP 
5 location therein. 

Figure 45 shows a structure of alcohol dehydrogenase 7 (ADH7) gene and the SNP 
location therein. 

Figure 46 shows a structure of short-chain alcohol dehydrogenase family gene 
(HEP27) and the SNP location therein. 
10 Figure 47 shows a structure of LI cell adhesion molecule (LI CAM) gene and the 

SNP location therein. 

Figure 48 shows a structure of arylalkylamine N-acetyltransferase (AANAT) gene 
and the SNP location therein. 

Figure 49 shows a structure of N-acetyltransferase homolog (ARD1) gene of 
1 5 Saccharomyces cerevisiae and the SNP location therein. 

Figure 50 shows a structure of N-acetyltransferase (NAT1) gene and the SNP 
location therein. 

Figure 51 shows a structure of N-acetyltransferase 2 (NAT2) gene and the SNP 
location therein. 

20 Figure 52 shows a structure of granzyme A (GZMA) gene and the SNP location 

therein. 

Figure 53 shows a structure of granzyme B (GZMB) gene and the SNP location 

therein. 

Figure 54 shows a structure of esterase D/formylglutathione hydrolase (ESD) gene 
25 and the SNP location therein. 

Figure 55 shows a structure of dolichyl-diphosphooligosaccharide-protein 
glycosyltransferase (DDOST) gene and the SNP location therein. 

Figure 56 shows a structure of microsomal glutathione S transferase 1 (MGST1) 
gene and the SNP location therein. 
30 Figure 57 shows a structure of alcohol dehydrogenase 5 (ADH5) gene and the SNP 

location therein. 

Figure 58 shows a structure of glutathione S transferase Ml (GSTM1) gene and the 
SNP location therein. 

Figure 59 shows a structure of glutathione S transferase M2 (GSTM2) gene and the 
35 SNP location therein. 
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Figure 60 shows a structure of glutathione S transferase M4 (GSTM4) gene and the 
SNP location therein. 

Figure 61 shows a structure of glutathione S transferase Zl (GSTZ1) gene and the 
SNP location therein. 

5 Figure 62 shows a structure of glutathione S transferase Pi (GSTPi) gene and the 

SNP location therein. 

Figure 63 shows a structure of glutathione S transferase Tl (GSTT1) gene and the 
SNP location therein. 

Figure 64 shows a structure of microsomal glutathione S transferase 1-like 1 
10 (MGST1L1) gene and the SNP location therein. 

Figure 65 shows a structure of microsomal glutathione S transferase T2 (MGST2) 
gene and the SNP location therein. 

Figure 66 shows a structure of microsomal glutathione S transferase T3 (MGST3) 
gene and the SNP location therein. 
15 Figure 67 shows a structure of glutathione S transferase Al (GSTA1) gene and the 

SNP location therein. 

Figure 68 shows a structure of glutathione S transferase A4 (GSTA4) gene and the 
SNP location therein. 

Figure 69 shows a structure of NADH-ubiquinone oxidoreductase la-subcomplex 1 
20 (NDUFA 1 ) gene and the SNP location therein. 

Figure 70 shows a structure of NADH-ubiquinone oxidoreductase la-subcomplex 2 
(NDUFA2) gene and the SNP location therein. 

Figure 71 shows a structure of NADH-ubiquinone oxidoreductase la-subcomplex 3 
(NDUFA3) gene and the SNP location therein. 
25 Figure 72 shows a structure of NADH-ubiquinone oxidoreductase la-subcomplex 5 

(NDUFA5) gene and the SNP location therein. 

Figure 73 shows a structure of NADH-ubiquinone oxidoreductase la-subcomplex 6 
(NDUFA6) gene and the SNP location therein. 

Figure 74 shows a structure of NADH-ubiquinone oxidoreductase la-subcomplex 7 
30 (NDUFA7) gene and the SNP location therein. 

Figure 75 shows a structure of NADH-ubiquinone oxidoreductase la-subcomplex 8 
(NDUFA8) gene and the SNP location therein. 

Figure 76 shows a structure of NADH-ubiquinone oxidoreductase lot/p subcomplex 
1 (NDUFAB1) gene and the SNP location therein. 
35 Figure 77 shows a structure of NADH-ubiquinone oxidoreductase la-subcomplex 9 
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(NDUFA9) gene and the SNP location therein. 

Figure 78 shows a structure of NADH-ubiquinone oxidoreductase Fe-S protein 1 
(NDUFS1) gene and the SNP location therein. 

Figure 79 shows a structure of NADH-ubiquinone oxidoreductase Fe-S protein 3 
5 (NDUFS3) gene and the SNP location therein. 

Figure 80 shows a structure of NADH-ubiquinone oxidoreductase Fe-S protein 4 
(NDUFS4) gene and the SNP location therein. 

Figure 81 shows a structure of NADH-ubiquinone oxidoreductase Fe-S protein 5 
(NDUFS5) gene and the SNP location therein. 
10 Figure 82 shows a structure of NADH-ubiquinone oxidoreductase Fe-S protein 6 

(NDUFS6) gene and the SNP location therein. 

Figure 83 shows a structure of NADH-ubiquinone oxidoreductase Fe-S protein 8 
(NDUFS8) gene and the SNP location therein. 

Figure 84 shows a structure of NADH-ubiquinone oxidoreductase 1 P-subcomplex 3 
1 5 (NDUFB3) gene and the SNP location therein. 

Figure 85 shows a structure of NADH-ubiquinone oxidoreductase 1 p-subcomplex 5 
(NDUFB5) gene and the SNP location therein. 

Figure 86 shows a structure of NADH-ubiquinone oxidoreductase 1 p-subcomplex 7 
(NDUFB7) gene and the SNP location therein. 
20 Figure 87 shows a structure of ATP-binding cassette subfamily A member 1 

(ABCA1) gene and the SNP location therein. 

Figure 88 shows a structure of catechol-O-methyl transferase (COMT) gene and the 
SNP location therein. 

Figure 89 shows a structure of histamine N-methyl transferase (HNMT) gene and 
25 the SNP location therein. 

Figure 90 shows a structure of cytochrome P450 subfamily 1 (aromatic 
compound-inducible) polypeptide 1 (CYP1 Al) gene and the SNP location therein. 

Figure 91 shows a structure of cytochrome P450 subfamily 1 (aromatic 
compound-inducible) polypeptide 2 (CYP1 A2) gene and the SNP location therein. 
30 Figure 92 shows a structure of cytochrome P450 subfamily 1 (dioxin-inducible) 

polypeptide 1 (CYP1B1) gene and the SNP location therein. 

Figure 93 shows a structure of allylacetamide deacetylase (AAD AC) gene and the 
SNP location therein. 

Figure 94 shows a structure of neuropathy target esterase (NTE) gene and the SNP 
35 location therein. 
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Figure 95 shows a structure of ATP-binding cassette subfamily C (CTFR/MRP) 
member 2 gene and the SNP location therein. 

Figure 96 shows a structure of ATP-binding cassette subfamily B member 1 
(ABCB1) gene and the SNP location therein. 
5 Figure 97 shows a structure of ATP-binding cassette subfamily B member 3 

(ABCB3) gene and the SNP location therein. 

Figure 98 shows a structure of ATP-binding cassette subfamily B member 7 
(ABCB7) gene and the SNP location therein. 

Figure 99 shows a structure of ATP-binding cassette subfamily B member 8 
1 0 (ABCB8) gene and the SNP location therein. 

Figure 100 shows a structure of ATP-binding cassette subfamily B member 9 
(ABCB9) gene and the SNP location therein. 

Figure 101 shows a structure of ATP-binding cassette subfamily B member 10 
(ABCB10) gene and the SNP location therein. 
15 Figure 102 shows a structure of ATP-binding cassette subfamily B member 11 

(ABCB11) gene and the SNP location therein. 

Figure 103 shows a structure of cytochrome P450 subfamily IVB polypeptide 1 
(CYP4B1) gene and the SNP location therein. 

Figure 104 shows a structure of cytochrome P450 subfamily XXVIIA polypeptide 1 
20 (CYP27A 1 ) gene and the SNP location therein. 

Figure 105 shows a structure of cytochrome P450 subfamily IVF polypeptide 2 
(CYP4F2) gene and the SNP location therein. 

Figure 106 shows a structure of cytochrome P450 subfamily 4F polypeptide 3 
(CYP4F3) gene and the SNP location therein. 
25 Figure 107 shows a structure of cytochrome P450 subfamily 4F polypeptide 8 

(CYP4F8) gene and the SNP location therein. 

Figure 108 shows a structure of aldehyde dehydrogenase 1 (ALDH1) gene and the 
SNP location therein. 

Figure 109 shows a structure of aldehyde dehydrogenase 2 (ALDH2) gene and the 
3 0 SNP location therein. 

Figure 110 shows a structure of aldehyde dehydrogenase 7 (ALDH7) gene and the 
SNP location therein. 

Figure 1 1 1 shows a structure of aldehyde dehydrogenase 8 (ALDH8) gene and the 
SNP location therein. 

35 Figure 112 shows a structure of aldehyde dehydrogenase 9 (ALDH9) gene and the 
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SNP location therein. 

Figure 113 shows a structure of aldehyde dehydrogenase 10 (ALDH10) gene and 
the SNP location therein. 

Figure 114 shows a structure of ATP-binding cassette subfamily C member 7 
5 (ABCC7) gene and the SNP location therein. 

Figure 115 shows a structure of ATP-binding cassette subfamily C member 8 
(ABCC8) gene and the SNP location therein. 

Figure 116 shows a structure of ATP-binding cassette subfamily C member 9 
(ABCC9) gene and the SNP location therein. 
10 Figure 117 shows a structure of carboxyl esterase 1 (CES1) gene and the SNP 

location therein 

Figure 118 shows a structure of ATP-binding cassette subfamily A member 4 
(ABCA4) gene and the SNP location therein. 

Figure 119 shows a structure of ATP-binding cassette subfamily A member 7 
1 5 (ABC A7) gene and the SNP location therein. 

Figure 120 shows a structure of ATP-binding cassette subfamily G member 1 
(ABCG1) gene and the SNP location therein. 

Figure 121 shows a structure of ATP-binding cassette subfamily G member 2 
(ABCG2) gene and the SNP location therein. 
20 Figure 122 shows a structure of ATP-binding cassette subfamily G member 4 

(ABCG4) gene and the SNP location therein. 

Figure 123 shows a structure of ATP-binding cassette subfamily E member 1 
(ABCE1) gene and the SNP location therein. 

Figure 124 shows a structure of carbohydorate sulfotransferase 1 (CHST1) gene and 
25 the SNP location therein. 

Figure 125 shows a structure of carbohydorate sulfotransferase 3 (CHST3) gene and 
the SNP location therein. 

Figure 126 shows a structure of NADH: ubiquinone dehydrogenase flavoprotein 1 
(NDUFV1) gene and the SNP location therein. 
30 Figure 127 shows a structure of NADH: ubiquinone oxidoreductase flavoprotein 2 

(NDUFV2) gene and the SNP location therein. 

Figure 128 shows a structure of NADH: ubiquinone oxidoreductase flavoprotein 3 
(NDUFV3) gene and the SNP location therein. 

Figure 129 shows a structure of NADH: ubiquinone oxidoreductase A10 
35 (NDUFV10) gene and the SNP location therein. 
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Figure 130 shows a structure of high-mobility group protein 17-like 1 (HMG17L1) 
gene and the SNP location therein. 

Figure 131 shows a structure of UDP glycosyltransferase 2 family polypeptide Al 
(UGT2A1) gene and the SNP location therein. 
5 Figure 132 shows a structure of human organic anion transporter polypeptide 1 

(hOATPl) gene and the SNP location therein. 

Figure 133 shows a structure of human organic anion transporter polypeptide 2 
(hOATP2) gene and the SNP location therein. 

Figure 134 shows a structure of human organic anion transporter polypeptide 8 
1 0 (hOATP8) gene and the SNP location therein. 

Figure 135 shows a structure of human organic anion transporter 1 (hOATl) gene 
and the SNP location therein. 

Figure 136 shows a structure of human organic anion transporter 2 (hOAT2) gene 
and the SNP location therein. 
15 Figure 137 shows a structure of human organic anion transporter 3 (hOAT3) gene 

and the SNP location therein. 

Figure 138 shows a structure of aldehyde dehydrogenase 1 family member A2 
(ALDH1A2) gene and the SNP location therein. 

Figure 139 shows a structure of aldehyde dehydrogenase 1 family member A3 
20 (ALDH 1 A3) gene and the SNP location therein. 

Figure 140 shows a structure of formyl tetrahydrofolate dehydrogenase 
(FTHFD/ ALDH 1 L 1 ) gene and the SNP location therein. 

Figure 141 shows a structure of cytochrome P450 subfamily IIIA (aromatic 
compound-inducible) polypeptide 4 (CYP3 A4) gene and the SNP location therein. 
25 Figure 142 shows a result of typing performed on two different groups of patients 

using the INVADER method. 
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[Abstract] 
[Problem] 

The present invention provides a method for detecting a genetic polymorphism(s). 
[Means for solving the problems] 

5 A method for detecting a genetic polymorphism^), comprising creating oligonucleotide 
probes and/or oligonucleotide primers so that the probes and/or primers contain a 
polymorphic site(s) present in a gene encoding a drug metabolizing enzyme or so that the 
polymorphic site(s) is/are contained in the amplified fragment when at least one of said gene 
encoding the drug metabolizing enzyme is amplified; and detecting at least one genetic 

10 polymorphism in a gene of a subject encoding the drug metabolizing enzyme using the 
resultant oligonucleotide probes and/or oligonucleotide primers. 
[Representative drawing] none 
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Pes 1 g~ 

not i An r\ f Hanfl 

■la i i on ui uciio 


Nol 


Location 


Sequence 


SEQ ID NO 


ABCB2 


1 


5' flanking - 673 


agctaagagtcaaagcaccc G/C ctttttccaccagcctcgcg 


1 


ABCB2 


2 


5' flanking - 646 


ccaccagcctcgcgtgcctg T/G tcccttcacggacactctag 


2 


ABCB2 


3 


5' flanking - 563 


ttgcaagcgctggctgctac A/C ggcgacctccctgcgctccc 


3 


ABCB2 


4 


5' flanking - 236 


gctttgcgcgcggcgctaac G/T tgtgtagggcagatctgccc 


4 


ABCB2 


5 


lntron3 + 408 


aaggaaactgaggccaagac C/T ctaaatgctgaaactgcaca 


5 


ABCB2 


6 


Exon4 + 153 


ccctcaccatggtcaccctg A/G tcaccctgcctctgcttttc 


6 


ABCB2 


7 


lntron4 + 289 


gtatttctttagcatccaag G/T ggcatagctgtgtctctttc 


7 


ABCB2 


8 


lntron4 + 291 


atttctttagcatccaaggg C/G catagctgtgtctctttctc 


8 


ABCB2 


9 


lntron5 - 63 


ttccttcaggttaatgactg C/T ggttctttgtgtcccctcca 


9 


ABCB2 


10 


lntron7 - 185 


gtctctgcccttgtctttgc C/T gcttcttctatctctactcc 


10 


ABCB2 


11 


3' flanking + 71 


agcgcacttttcagctgcgg G/A tgtctcctcttttatcatcc 


11 


ABC82 


12 


3' flanking + 129 


aactgcatcaccttttccct T/C aagctttttaattcctatga 


12 


ABCB2 


13 


3' flanking + 459 


cattcagggaggcccaggtc G/A tgtgacgtcgacagttgctg 


13 


ABCB4 


1 


exon3 + 3 


aacacccttattttatagat C/T caatgactgagtcaagaatt 


14 


ABCB4 


2 


intron3 + 45 


cagcatctctacttatacca T/C gctctgctttaaggttctct 


15 


ABCB4 


3 


intron3 + 498 


actcaaataggtggtaggag C/T agagacaattcaatacagac 


16 


ABCB4 


4 


intron3 + 515 


gagcagagacaattcaatac A/G gacagaagtcttagatgaga 


17 


ABCB4 


5 


intron6 + 1030 


tagttttgccatgtagaatt G/C aaaaagtgatagatggtgtt 


18 


ABCB4 


6 


intron6 + 1437 


gttaagcctgcttcaatcaa G/A ttagttatattcttgttcta 


19 


ABCB4 


7 


intorn6 + 2449 


ttgacttagcgacactgtta G/A catacttatctttcctgtgt 


20 


ABCB4 


8 


intron7 + 451 


ccttgctgcacctgtgctgt A/C taagtttggcttattatagt 


21 


ABC84 


9 


intron7 + 530 


agtagagacaggctggcgat C/G acaccggacagagctaactg 


22 


ABC84 


10 


intron7 - 152 


aacagaatcatgaaattaag T/C tgttaatgatttgaaggcct 


23 


ABCB4 


11 


exon8 + 40 


aggataaattgtttatgtcg C/T ctgggtaccatcatggccat 


24 


ABCB4 


12 


intron8 + 130 


ctggttgactccagatatca T/C agaaggagttgtaaaattct 


25 


ABCB4 


13 


intron8 + 248 


aatacacaggaagcttctaa A/G taaagtaaggaagtcactct 


26 


ABCB4 


14 


intron8 + 531 


ctaaagagtgaatggattca A/G tacgtcccttggaactcacc 


27 


ABCB4 


15 


intron8 + 4240 


ctgaggttccagcttatctc T/A tagagatgtttacttagtct 


28 


ABCB4 


16 


intron8 + 4343 


tgttagaagaaaaaaaggtt C/T atattacaagagggtctgac 


29 


ABCB4 


17 


intron8 + 4677 


cccaagatatcttcataact G/C tccatagtgcctagggtgcc 


30 


ABCB4 


18 


intron9 + 113 


tttacccagattcacctatt A/G ttatcatttttgctcccaaa 


31 I 


ABCB4 


19 


intron9 + 982 


tgtcctatacagtttttgtt T/A taagtttagtaaattgatta 


32 


ABCB4 


20 


intron11 + 457 


tccagcttgggtgacagagt A/G agacttcatctcaaaaaaaa 


33 


A6C84 


21 


intron11 + 1337 


tactcttggggagcctatca C/G cagggtgggtcagatatagc 


34 


ABCB4 


22 


exon12 + 3 


tgtttcttttctgtccagat A/T ctctcggcatttagtgacaa 


35 


ABCB4 


23 


intron12 ♦ 1288 


cagaccacactaaccctcag T/C tggacctcaggatgtcagtg 


36 


ABCB4 


24 


intron13 + 206 


tgtggataagaaaatagcat G/A tggttagaccatttgtgaaa 


37 


ABCB4 


25 


intron13 + 988 


cagtcggtttggaagcttgc T/C accctttcttcacttcctca 


38 


ABCB4 


26 


intron13 + (1413-1414) 


tttatcttcacttatgtttt (T) ctcagttaagttatgctaat 


39 


ABCB4 


26 


intron13 + (1413-1414) 


tttatcttcacttatgtttt ctcagttaagttatgctaat 


40 


ABCB4 


27 


intron13 + 1931 


cttgcaaatgttgctcttcc A/G caaaaaaaaaaggaaaggat 


41 


ABCB4 


28 


intron23 + 784 


agtatctcctaaactcttgc T/C atgcaggaaaaattatttta 


42 


ABCB4 


29 


intron25 + 158 


gaaatattttactgtattaa T/C gtctagaacttaaatataag 


43 


ABCB4 


30 


intron25 + 2920 


ctgagtcttcctatacatct T/A ttccattcctcggatgctgt 


44 


ABCB4 


31 


intron29 + 411 


cttctcttaccttgaattct A/C ggctctcgaactttgacttt 


45 


ABCB4 


32 


intron32 + 458 


agaaaatgaaattgccctac T/C gagctaactctgaaagcaca 


46 


EPHX1 


1 


intronl + 110 


tgcaaaatgtgtcttactag C/T ttctagtgcataaaatattg 


47 


EPHX1 


2 


intronl + 143 


aaatattggtggagctcttc G/A ctgtgctgggccagtcacca 


48 


EPHX1 


3 


intronl + 1097 


aatccagagagggagataga T/G tggaagttcaagggtggaca 


49 


EPHX1 


4 


intronl + 1717 


ttccaagacagagcgagggg T/C gctgctggggcgtggtttgc 


50 


EPHX1 


5 


intronl + 1772 


aactcgatgctttctcctcc G/T tctgggtcctaactgcagtg 


51 


EPHX1 


6 


intronl + 2054 


gaaatgtaacaggcaacact A/G tggacacagaaagtagatta 


52 


EPHX1 


7 


intron2 + 1414 


atttccaaaatctgtttggg G/T gtaactgaaacacttgggaa 


53 


EPHX1 


8 


exon3 + 174 


taccctcacttcaagactaa G/A attgaaggtatgtttgcaaa 


54 


EPHX1 


9 


intron3 + 6583 


ctgtcaataccatgaagggg G/C ggcgggggcactaagggtgg 


55 


EPHX1 


10 


intron4 + 34 


agaggttccataactgcccc G/A tcctcgccaagggtgggccc 


56 [ 


EPHX1 


11 


intron4 + 63 


aagggtgggcccggtgttcc C/T accaggctctccttccggcg 


57 


EPHX1 


12 


intron5 + 154 


gcagtgcctgaggcacgttg G/A cttggatcctcctgtctgta 


58 


EPHX1 


13 


intron5 + 276 


tgctggaccaagctctggga T/C agccctgagcagaactcccc 


59 


EPHX1 


14 


exon6 + 130 


gatgtggagctgctgtaccc C/T gtcaaggagaaggtattcta 


60 


EPHX1 


15 


intron8 + 206 


ggtgcctggctcccgggcgg C/A cctcagtaccgctccccagt . 


61 


EPHX1 


16 


intron8 + 353 


tggccctcccagaaaagaga A/G ggccctcagtgaggggagag 


62 


EPHX1 


17 


3' flanking + 708 


aggtgcagactcatgcactc A/G gccctgaagaggtgagagag 


63 


EPHX2 


1 


5' flanking - (523-522) 


aaagtcactggatatgcccc (C) tcccccgccccccaacacgg 


64 


EPHX2 


1 


5' flanking - (523-522) 


aaagtcactggatatgcccc tcccccgccccccaacacgg 


65 


EPHX2 


2 


5' flanking - 522 


aaagtcactggatatgcccc T/C cccccgccccccaacacggt 


66 


EPHX2 


3 


5' flanking - 521 


aagtcactggatatgcccct C/T ccccgccccccaacacggtc 


67 


EPHX2 


4 


5' flanking - 516 


actggatatgcccctccccc G/C ccccccaacacggtcttatg 


68 


EPHX2 


5 


5' flanking - 515 


ctggatatgcccctcccccg C/G cccccaacacggtcttatgt 


69 


EPHX2 


6 


Intronl - 74 


tggctgcttctcaatgaata T/C gaacagtgtctgtttccatg 


70 


EPHX2 


7 


lntron3 + 72 


gagcattaggtcagaatcca T/C tgaagtgagctttgagatca 


71 


EPHX2 


8 


lntron4 + 473 


gtgtgtctctactttaatct A/G caaaaggtgattgaatggag 


72 


EPHX2 


9 


lntron5 + 276 


caagagtgggatgttcaagg C/T catcctgacctcacttttga 


73 


EPHX2 


10 


lntron8 + 8 


tctgctcctcccggtgggtg T/C gctgtcttgcagctgtctta 


74 


EPHX2 


11 


lntron9 + 1573 


atgtcgtgaagactgatgaa C/T gatggacggctgcactgctc 


75 


EPHX2 


12 


IntronIO + 207 


gaacaggatggagatgagct T/C gtttatttgtcttttaatga 


76 


EPHX2 


13 


lntron12 + 911 


tgaagagacctcgacatgtc G/T catcccacatactacaggga 


77 


EPHX2 


14 


lntron12 + 2425 


atcttctcagctgagcaaac C/T gaggctcagagggcttaacc 


78 


EPHX2 


15 


Intronl 2 + 2460 


ttaaccccaactggcccaag G/A ccaggtacatgattgggtca 


79 


EPHX2 


16 


Intronl 2 - 281 


aagtcctttcaagagattat T/C ataagtagtaccttctcatt 


80 


EPHX2 


17 


Intronl 2 - 268 


agattattataagtagtacc T/G tctcattataggaatattga 


81 


EPHX2 


18 


Exon13 + 50 


cctgagtcggactttcaaaa G/T cctcttcagagcaagcgatg 


82 


EPHX2 1 


19 


Intronl 3 + 1739 


ttgtcgtaacagggttttca G/T atgagcatatttcctttgta 


83 


EPHX2 


20 


ExonH + 33 


atgcataaagtctgtgaagc G/A ggtaagagacatgcttggga 


84 


EPHX2 


21 


IntronH + 314 


ggattgagagcttacctcta T/C gggggtcacctcgtgtatgc 


85 


EPHX2 


22 


IntronM + 878 


attcccttattccttcacac C/T gtctgtcactcattcattca 


86 


EPHX2 


23 


IntronH + 948 


gcacaggctgggtatgaagc T/C ggggctgcatgctcagctac 


87 
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Des i g— 

nflt inn nf fiprm 


No. 


Locat i on 


Sequence 


SEO ID NO 


EPHX2 


24 


lntron15 + 259 


agagggttttcactactttt C/T agtcatggctcctcagagaa 


I 88 


EPHX2 


25 


lntron16 + 459 


tcctcatttgtcaagcagaa G/C atgagtttccaatctctggg 


89 


EPHX2 


26 


lntron16 + 645 


gtaagtgaacacactgctac G/A tgccagacttcctgccagac 


! 90 


EPHX2 


27 


lntron16 +985 


gtcattatcatcatatgacc G/A atgaaaatgaccaaactgca 


91 


EPHX2 


28 


3' flanking + 12 


aggtggccttacacacatct T/C gcatggatggcagcattgtt 


92 


EPHX2 


29 


3' flanking + 374 


tgttcacggagaatgcacgg C/T atggggatgaaccctttccc 


93 


EPHX2 


30 


3' flanking + 544 


tagccacctgcctttctccc G/A gcttccctagcagagtttgc 


! 94 


GAMT 


1 


intronl + 429 


ctcggaaagctgagctcagg G/A agacagctgtccccggggtg 


95 


GAMT 


2 


3' flanking + 626 


cactgacctccttgccctga G/A agaaggccggctcctgtgct 


i 96 


NNMT 


1 


5' flanking - 228 


ataattttcctgacgagctc A/T agtgctccctctggtctaca 


97 


NNMT 


2 


intronl + 44 


ccccactaatgtgagtcata T/C agatggagtctcagggcacg 


98 


NNMT 


3 


intronl + 149 


ggataaaaacgaatattggt A/G tagcgattccacagtttaca 


99 


NNMT 


4 


intron2 + 158 


agataggcccatgtgtgtgc G/A tgttagtaaatttgtgtatg 


100 


NNMT 


5 


intron2 + 433 


gctgtagccatccaagccta T/C agaacttggctgtgagtgtg 


101 


NNMT 


6 


lntron2 - 3064 


atcatctgactggtaagttc C/T agttctgtggtaactcaagt 


102 


NNMT 


7 


intron2 - 260 


atttcatggagggaagtcca T/C ggtagaagcaggctgctagg 


103 


NNMT 


8 


3" flanking + 71 


ggctcagtggttggggccca A/G tggttcatctaggacgggac 


104 


PNMT 


1 


5" flanking - 390 


aagaggtgaatggctgcggg G/A ggctggagaagagagatggg 


105 


PEMT 


1 


exon2 - 4 


agctcagcagacctcctggc C/T gtggtgggtagctcctttcc 


106 


PEMT 


2 


intron4 + 39 


actgtccagacgggagtatc C/T cactgcttggtgagccccac 


107 


PEMT 


3 


intron4 +1317 


accgtccccagctggcccca G/A cctcctgacatgggcctctg 


108 


PEMT 


4 


intron4 + 1355 


ctggagccaggctgcagccg A/C agtgcctggccatcctggcg 


I 109 


PEMT 


5 


intron4 + 5925 


gtccaggcactgtggcccta C/T gtgggagtctccagtctcca 


110 


PEMT 


6 


intron4 + 6028 


ggcagtggtccaaggaccag G/C atggactccctcttctcacc 


I 111 


PEMT 


7 


intron4 + 6078 


atctgtaccctcgcggactc C/T acctggcttcgtgccatcac 


112 


PEMT 


8 


intron4 + 6089 


cgcggactctacctggcttc A/G tgccatcacccccgccagat 


113 


PEMT 


9 


intron4 + 6379 


tcaggtgtcccctccctcat G/A cctcctcaccctgccctctc 


114 


PEMT 


10 


intron4 + 7339 


tgtaaggaatcctgccaaga C/T ggcagatgcacacggggtca 


115 


PEMT 


11 


intron4 + 7619 


ctcctgcacatgtgctccag A/G gaggaaaggcatttgacagg 


116 


PEMT 


12 


lntron4 + 8858 


ggcatgtgtgtgtgtgtgta T/G gtgtgtgagtgtgtgcatgt 


117 


PEMT 


13 


intron4 + 9029 


tttctggaccagaaagcgtc G/A tcctctgccagggcctcttg 


118 


PEMT 


14 


intron4 + 9056 


gccagggcctcttgcacttg C/T gggaaagctgagctgagctg 


119 


PEMT 


15 


intron4 + 9512 


ctgagctgggcagcagcatt A/G ctctgtgtgctgctggcact 


120 


PEMT 


16 


intron4 + 9523 


agcagcattactctgtgtgc T/C gctggcactggcctggtggg 


121 


PEMT 


17 


intron4 + 9622 


gacaaagtgtacaacaaggt G/A tctcgaactgggtcagctca 


122 


PEMT 


18 


intron4 + 10776 


ccattcctgggtcttctttg G/A aggctgaatgaaattccatg 


123 


PEMT 


19 


intron4 + 10912 


tctgccccactttgctcaga G/C gtgcaacaaggccttcagga 


124 


PEMT 


20 


intron4 + 11590 


ggacactggcctgatgcaga G/C gtgtggtctctctcctgcag 


125 


PEMT 


21 


intron4 + 12090 


ggccagggcacccctaccag G/C ctgagtcccacctgtccagc 


126 


PEMT 


22 


intron4 + 12263 


tacccgccttcccagatgga G/A cgggctgctcatgggactta 


127 


PEMT 


23 


intron4 + 12448 


tctggtcccctctcctgctt G/A tagtttcctgggctaaaatc 


128 


PEMT 


24 


intron4 + 12730 


tgggaccagtgccgccacca C/T ggcccaaggacctggtgttc 


129 


PEMT 


25 


intron4 + 13240 


gggctccaggcacacagcgg T/C cccagtacacctgtcgcttt 


130 


PEMT 


26 


intron4 + 13494 


tccgtggaactcagagatgg T/C acctccctgcgaggtggggc 


131 


PEMT 


27 


intron4 + 13817 


aactctcccctgctgctgag A/G cagatcttggagcctcggcc 


132 


PEMT 


28 


intron4 + 14773 


ccgccctgtgcttcatgccc C/T ctatgcctctcactgcctgg 


133 


PEMT 


29 


intron4 + 14951 


gtcctgaggcccctcccacc G/A gagcctggggtgccctcaca 


134 


PEMT 


30 


intron4 + 16896 


gctgtgactgtcttggagac T/C gggtcttggcgggcctggtg 


135 


PEMT 


31 


intron4 + 19439 


ccaggagcctctgaggcagc G/A ggggcttctcaaccacacac 


136 


PEMT 


32 


intron4 + 19559 


attttgtcagcatgtcacgt C/T cctttcataatgaagcaagg 


137 


PEMT 


33 


intron4 + 20051 


acagcactgcgggagccacg A/G catctgcagacgcatttgat 


138 


PEMT 


34 


intron4 + 20816 


tggactctctggcgtccatc C/T agccacttcagtgcgacgtg 


139 


PEMT 


35 


intron4 + 21196 


ggctggctgggccctgggat C/G atcgtgacaggctttagtgg 


140 


PEMT 


36 


intron4 + 21528 


acaggtgggagccgaggctc G/T ggaggtgggccgggctgagc 


141 


PEMT 


37 


intron4 + 21596 


ccgcttccccgtgctctggc C/T gtagcagaaagtgtcccact 


142 


PEMT 


38 


intron4 + 22672 


agcctcccactgccttgtgg C/T tgaggggagggggccgggtc 


143 


PEMT 


39 


intron4 + 22713 


tctaacgctgtcttctttgt A/T ctgaaaaccaaacaccttct 


144 j 


PEMT 


40 


intron4 + 23010 


tgccgggcagcggggaggga G/A ggcgagtggttcccccaagt 


145 


PEMT 


41 


intron4 + 23588 


gtgcaggcgccctgcatccc C/T gcagccaagttctgggcgga 


146 


PEMT 


42 


intron4 + 23627 


gacactgccctgagccagga C/T ggtgaggtgggacgccttcc 


147 


PEMT 


43 


intron4 + 23941 


tgaggggttgggactctaca G/A aggagagtggactcacgggg 


148 


PEMT 


44 


intron4 + 24091 


gacacctcttcactgtcagc G/T ctgagacacgcccctgccct 


149 


PEMT 


45 


intron4 + 25348 


caggccagttggaatcctac G/A tagagtgaaagcatctcagc 


150 


PEMT 


46 


intron4 + 25603 


taagcagttaacactgatgc G/A tgatgaaaattccaacagca 


151 


PEMT 


47 


intron4 + 31540 


cctccaggtggcaggaacac T/C gtgaggagcatgcaacgtgc 


152 


PEMT 


48 


intron4 + 31637 


gtgggctgggacgccaggac G/A gtgaggggcttcaaggtgtg 


153 


PEMT 


49 


intron4 + 31642 


ctgggacgccaggacggtga G/A gggcttcaaggtgtgtttgt 


154 


PEMT 


50 


intron4 + 35593 


ggaggagctgaaagagctgg G/A gctcgggatcaggtggttca 


155 


PEMT 


51 


intron4 + 35647 


actttgaggcaccaccgcac C/A tgtccgtgcgtgagggagac 


156 


PEMT 


52 


intron4 + 35862 


tcccagtggtggctctgtcc C/T cgtctcagccgagcactcag 


157 


PEMT 


53 


intron4 + 35882 


ccgtctcagccgagcactca T/G cggccagggtggctggactc 


158 


PEMT 


54 


intron4 + 37141 


ccacaggccggatgccttga T/C acttctcagctgcagggctg 


159 


PEMT 


55 


intron4 + 38862 


tggagagaccacctcagaca C/G caaggacgggcatgccatgg 


160 


PEMT 


56 


intron4 + 38872 


acctcagacagcaaggacgg G/T catgccatgggtcccggcag 


161 


PEMT 


57 


intron4 + 39140 


atgtctcaaatctccctccc C/T gggaaatctaggcacaggtc 


162 


PEMT 


58 


intron4 + 39635 


caggcccaggagcaggtggg G/T cctcctcacaggagcagggc 


163 


PEMT 


59 


intron4 + 39713 


actctgagcatgctggctcc C/T tccttctttccagggcagca 


164 


PEMT 


60 


intron4 + 40436 


cctggttgtgcttcggaccc G/A gaggcagacagaggaggcct 


165 


PEMT 


61 


intron4 + 47485 


acaatgactgttggagccct C/T gagcaggctgtgtcacgtgg 


166 


PEMT 


62 


lntron4 + 48131 


actgggggatcctgaatccc G/A cctcctgatgccagtggagc 


167 


PEMT 


63 


intron4 + 48558 


cacagtgtgaactgttaggc C/G acagccacatcttgccggag 


168 


PEMT 


64 I 


intron4 + 48702 


gagatgggggcggttcggga G/A gcaaaagcaggaaggcagaa 


169 


PEMT 


65 


intron4 + 50302 


gcatgtgcatgggcagaggc T/C gttcccatctgagtgggacc 


170 


PEMT 


66 


intron4 + 54102 


ggccgcgtgctcctgcagcc A/T tgggctcctctggcagttct 


171 


PEMT 


67 


intron4 + 54220 


cccagggacagatcttctcc G/A ccagacgtctctttctgcct 


172 


PEMT 


68 


intron4 + 54371 


gcagataatgtgcagctggg G/A tgcatgtggttgttgctccc 


173 


PEMT | 69 


exonS + 79 


tggcctgctactctctaagc G/C tcaccatcctgctcctgaac 


174 
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No. 


Location 
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SE0 ID NO 


PEMT 


70 


intronS - 6796 


ggaggaagtcagcttcttac A/C gatggtggctcccagctttc 


175 


PEMT 


71 


intronS - 6636 


ttttctcctctcaccttttg T/C gttcagaggcagaggtgtgc 


176 


PEMT 


72 


intron5 - 6448 


gttgggccaggctctgacag G/A accctcgggaccagctcctg 


177 


PEMT 


73 


intronS - 5218 


ggagccctggctgaagaagc C/G ttacgaccaaggcctggagg 


178 


PEMT 


74 


intron5 - 4824 


ggacaggccgggggttgagc G/A gctgcatgaaggagggaggg 


I 179 


PEMT 


75 


intron5 - 4249 


tcaccagagtgatttcctcg C/A ggcaggtgcctggggtagcc 


j 180 


PEMT 


76 


intron5 - 4230 


gaggcaggtgcctggggtag C/T cactgggcggggtccatgag 


181 


PEMT 


77 


intron5 - 4182 


ggagagtaaggggtgggggg G/A cacttaggacagggaagctg 


182 


PEMT 


78 


intron5 - 3369 


ccaggtggggccgtgtgcct G/C tggcctggtgtgtggcccag 


183 


PEMT 


79 


intron5 - 2625 


cagggaagctgggccctgaa C/T gagctgggcttttgggccac 


184 


PEMT 


80 


intronS - 1200 


attattgtgagcatgggaag A/T gcacatttggtcacacatgt 


185 


PEMT 


81 


intron6 + 606 


gcctggctagacgcccacca A/G tgaccctgatgatggcagca 


186 


PEMT 


82 


intron6 + 1229 


tttggtccaggaagggggac G/A gcagccaggagcgtctggat 


187 


PEMT 


83 


intron7 + 716 


atggagatgtgctcccccgg C/G gggtcagaggacctgcggtc 


188 ! 


PEMT 


84 


intron7 + 1537 


ctctgggggacgcataagcc G/A cctccagaggacatcagcca 


189 


PEMT 


85 


intron7 +1718 


gggcttccaggtgtctgagc T/C ccccggcatgtaggacccca 


190 


PEMT 


86 


intron7 + 2695 


ggctttgggggaccctggac C/T catttctagaaaacagcctt 


191 


PEMT 


87 


intron8 + 140 


ccagggctcccaggtcagag C/T ggccatggtagcttacaatg 


192 


PEMT 


88 


3" flanking + 179 


tacttaggaggcgtcagggg C/T tcacctggccatggccatgg 


I 193 


PEMT 


89 


3' flanking + 394 


gatgacactgtcattcctaa A/G tgaatggccttgtgctgacc 


194 


6STM3 


1 


5' flanking - 144 


ccaacgccggcattagtcgc G/T cctgcgcacggccctgtgga 


195 


ALDH5 


1 


5' flanking - 2808 


cgttgcactgtaggactctc C/T ccacgtcccctaatcccatc 


196 


ALDH5 


2 


5' flanking - 2575 


gcagttcccgcggatagaga A/G ggtccggtccttcccgctgt 


197 


ALDH5 


3 


5' flanking - 2537 


tgtgggtgaactgtaaaaaa C/T tgcctgtattcaggaggata 


198 


ALDH5 


4 


5* flanking - 940 


cttcaactaatctgggaaca C/T tacactctgtttaattttca 


199 


ALDH5 


5 


5' flanking - 785 


tgggaaagctgaaaagggat G/T ctgagacctgtggttggggg 


200 


ALDH5 


6 


exonl + 183 


ccgacggtcaaccctaccac T/C ggggaggtcattgggcacgt 


201 


ALDH5 


i 7 


exonl + 257 


cgtgaaagcagcccgggaag C/T cttccgcctggggtccccat 


202 


ALDH5 


8 


exonl + 320 


gcggggccggctgctgaacc G/T cctggcagacctagtggagc 


203 


ALDH5 


9 


exonl + 605 


acttgccccggcactcgcca C/T aggcaacactgtggttatga 


204 


ALDH5 


10 


3' flanking + 1527 


aaagtgcaactgtaagaccc G/A tagagaaaaactctggttcc 


205 


TGM1 


1 


Exon2 + 179 


tgccgaaatgcggcagatga C/T gactggggacctgaaccctc 


206 


TGM1 


2 


lntron9 - 611 


acttaccactctgtcctctc C/T tgccaggcctcttcctgtca 


207 


TGM1 


3 


lntron9 - 272 


ccgcacatctgtaccctgcc C/G ccatcctccagcagagcagc 


208 


TGM1 


4 


IntronIO + 54 


tcagtcatgggttctctggt C/T ccaacttcaccgctgactga 


209 


TGM1 


5 


IntronIO - 51 


aggaggccgggagtcaggcc A/G ccctcagaccctctggctca 


210 


TGM1 


6 


lntron12 - 47 


gggagtccctgggggaagcc T/G catgtagggaagcaggcctc 


211 


TGM1 


7 


lntron13 + 72 


ggataaggacatcagaggtg G/A gcgctaagccagcagcaggc 


212 


TGM1 


8 


IntronH + 1671 


atctcttacccacaccccca C/G catggtggggaggttcctca 


213 


TGM1 


9 


IntronH + 1691 


ccatggtggggaggttcctc G/A tcctaagggatccgcagagc 


214 


TGM1 


10 


lntron14 - 1634 


tccctgcctccctccttcag G/A gagctcagaaacaccttcaa 


215 


TGM1 


11 


IntronH - 1459 


ggaaacccctcagaaccagg T/C tccaagccaaatgctttgcc 


216 


TGM1 


12 


IntronH - 801 


cagaatacaaaagtgggatg G/C gaggcaaggagtcccgttag 


217 


TGM1 


13 


Exonl 5 + 233 


ctcgaggtggagcttagccc T/C gtgccaggagcaatgggact 


218 


TGM1 


14 


Exonl 5 + 369 


ggagtcagtcttcacttgca C/A tgggggaacagatgctaata 


219 


GGT1 


1 


intronl + 85 


ttatccagtaaggtggctcc G/A tcacctcttttcctggtggg 


220 


GGT1 


2 


exon3 + 68 


gacggccaggtccggatggt G/T gtgggagctgctgggggcac 


221 


N0O1 


1 


1 intron 1 80 


aggaggttgtaggggcttgg C/A ctgaattttgttccttgact 


222 


PIG3 


1 


5' flanking region -47 


gggaaggaggaaaggaaaga G/A ggggagggtggttctgctta 


223 


PIG3 


2 


intron 2 243 


taacaccggacgcccagcag A/C agtcccagcttcttagaatc 


224 


PIG3 


3 


3' flanking region 282 


agcaggccccagccctgccc G/A ctactcacctgggccccacc 


225 


NQ02 


1 


5' flanking region -434 


tttctgttgcaccacggacc C/G tcattctgtaaccgggatac 


226 


NQ02 


2 


5' flanking region -406 


gtaaccgggataccagccag A/G gatggggagcgggaggcgca 


227 


NQ02 


3 


5' untranslated region -102 


tcctgcggctcctactgggg A/C gtgcgctggtcggaaggtga 


228 | 


NQ02 


4 


intron 1 1919 


tcactcaaatagagctgagt T/C agtcactcagctcttggacc 


229 


N002 


5 


intron 1 2004 


acaaactcacatgccaccag C/G catatgatgtaaacatgtaa 


230 


N002 


6 


intron 1 3391 


aaagcagagggctgtgcagg C/T gcccctgcccctaggctagg 


231 


N002 


7 


intron 1 3456 


caaaggcctcatcctcaggg C/A ggccaactcttctgttttag 


232 


NQ02 


8 


intron 1 3595 


actgcccagctttaggttca T/C tcttgtaagtgttgctggtg 


233 


NQ02 


9 


intron 1 3596 


ctgcccagctttaggttcat T/C cttgtaagtgttgctggtgt 


234 


N002 


10 


intron 1 3598 


gcccagctttaggttcattc T/C tgtaagtgttgctggtgtca 


235 


N002 


11 


intron 1 3651 


ccctgcgctttgaagggatg A/G atgtgacctctcccacattc 


236 


N002 


12 


intron 1 6036 


tggtgtggcggttcactgat C/T ccccagccttctgctcgatc 


237 


NQ02 


13 


intron 2 14 


atggcaggtaatgattcact A/G ttgtggagtaagactttttt 


238 


NQ02 


14 


intron 2 192 


gccacgtggaagtgtataaa C/T tatctggaattatcttgttt 


239 


N002 


15 


intron 2 635 


caccctgtttagcacctagc A/C ccatccctggcctctgccca 


240 


N002 


16 


intron 2 685 


agtagcacccctcccccacc G/A gctgtgacaaaccaaaatgt 


241 


NQ02 I 


17 


exon 3 139 


ctgatttgtatgccatgaac T/C ttgagccgagggccacagac 


242 


N002 


18 


intron 3 36 


aatgctctatttataaaaac T/C atctttatgttttttacttt 


243 


N002 


19 ( 


intron 3 728 


aacgtgggcataaaccacca T/C ctagtgccaaaaagcaggtg 


244 


N002 


20 1 


intron 4 1577 


tgcctctgcacaccccttcc C/T gacaccagccctttctttac 


245 


NQ02 


21 


intron 4 1832 


tcggccggccacgtggagcc C/T gctttcctcctcgcacccac 


246 


N002 


22 


intron 4 2583 


tggtgttacgcacagctcct C/T gtcccctccctgcctgccca 


247 


NQ02 


23 


exon 5 330 


ctgtactggttcagcgtgcc A/G gccatcctgaagggctggat 


248 


NQ02 


24 


exon 5 405 


atcccaggattctacgattc C/T ggtttgctccaggtatgtgc 


249 


NQ02 


25 


intron 5 21 


gtatgtgctcttggataagg A/T tcactatggatagttggagg 


250 


NQ02 


26 


intron 5 253 


atggcaaacaagggagtggg T/C caggtgtcaggtgacggggg 


251 


N002 


27 


intron 6 2435 | 


ccccccttaaatcatttaac T/C gaatggtatgtaacaggtgt 


252 


SULT1A1 I 




5' flanking region -1597 


gcagagtaaagggactcact C/G aagaagaggaacgtgggggt 


253 


SULT1A1 


2 


5' flanking region -1491 


gaggggtatattcatgaaga G/T tccaggaaaaggtaaagatt 


254 


SULT1A1 


3 


5' flanking region -1376 


cggtttcatatgttactgat C/T atacaatgagatcctaggtg 


255 


SULT1A1 


4 


5' flanking region -1375 


ggtttcatatgttactgatc A/G tacaatgagatcctaggtga 


256 


SULT1A1 


5 


5' flanking region -1370 


catatgttactgatcataca A/G tgagatcctaggtgaaacct 


257 


SULT1A1 


6 


exon 1B -65 


aaccctgcattccccacaca G/A cacccacaatcagccactgc 


258 


SULT1A1 


7 


intron IB 442 


gagccaccctgcctaggcct G/A tgcttttgctgagtcatcag 


259 


SULT1A1 


8 


exon 1A -197 


gctgggggtcccagcaggaa A/G tggtgagacaaagggcgctg 


260 


SULT1 A1 


9 ! 


exon 1A -159 


ctggctggcagggagacagc A/C caggaaggtcctagagcttc 


261 
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No. 
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SULT1A1 


. 10 


exon 1A -95 


gagaccttcacacaccctga T/C atctgggccttgcccgacga 


262 


SULT1A1 


11 


intron 1A 60 


ctggttttcagccccagccc C/T gccactgactggctttgtga 


263 


SULT1A1 


12 


intron 1A 69 


agccccagccccgccactga C/G tggctttgtgagtgcgggca 


264 


SULT1A1 


13 


intron 1A 174 


tgtgatggtggtaagggaac G/A ggcctggctctggcccctga 


265 


SULT1A1 


14 


Intron 6 11 


catgaaggaggtgagaccac C/G tgtgaagcttccctccatgt 


266 


SULT1A1 


15 


intron 6 17 


ggaggtgagaccacctgtga A/T gcttccctccatgtgacacc 


267 


SULT1A1 


16 


intron 6 35 


gaagcttccctccatgtgac A/T cctgggggccggcacctcac 


268 


SULT1A1 


17 


intron 6 71 


ctcacagggacccaccaggg T/C cacccagccccctcccttgg 


269 


SULT1A1 


18 


intron 6 108 


ttggcagcccccacagcagg C/A ccggattccccatcctgcct 


270 


SULT1A1 


19 


intron 6 111 


gcagcccccacagcaggccc G/A gattccccatcctgccttct 


271 


SULT1A1 


20 


intron 6 270 


ctccctgccaaagggtgtgc C/T acccagggccacagtcatgg 


272 


SULT1A1 


21 


intron 6 488 


ttttacttttcctgaatcag C/T aatccgagcctccactgagg 


273 


SULT1A1 


22 


intron 6 509 


aatccgagcctccactgagg A/G gccctctgctgctcagaacc 


274 


SULT1A1 


23 


exon 7 600 


ccctctgctgctcagaaccc C/G aaaagggagattcaaaagat 


275 


SULT1A1 


24 


exon 7 645 


gagtttgtggggcactccct G/A ccagaggagaccgtggactt 


276 


SULT1A1 


25 


exon 8 902 


gctgtgagaggggctcctgg G/A gtcactgcagagggagtgtg 


277 


SULT1A2 


1 


5' flanking region -547 


tgttctttcttggttctatg G/C atccatgctctgctccaccc 


278 


SULT1A2 


2 


5' flanking region -425 


tgtgggttgcactgggccag G/A acccctggcaccttcaagac 


279 


SULT1A2 


3 


5' flanking region -358 


ctttccagggcctgcctatc C/T cagctttctccttcttgcct 


280 I 


SULT1A2 


4 


5' flanking region -355 


tccagggcctgcctatccca G/T ctttctccttcttgcctggg 


281 


SULT1A2 


5 


5' untranslated region -28 


actgcgggcgaggagggcac A/G aggccaggttcccaagagct 


282 1 


SULT1A2 


6 


intron 1A 85 


ctgactggccttgtgagtgc G/A ggcaagtcactcagcctccc 


283 


SULT1A2 


7 


exon 2 24 


gagctgatccaggacatctc T/C cgcccgccactggagtacgt 


284 


SULT1A2 


8 


intron 2 34 


gccacccaccctctcccagg T/C ggcagtccccaccttggcca 


285 


SULT1A2 


9 


intron 5 77 


cagcaaccctgtgtcggcac T/C ccctgcccgcttctccagtg 


286 


SULT1A2 


10 


intron 6 684 


actggggtcccaggggtcga G/C gagctggctctatgggtttt 


287 


SULT1A2 


11 


3' untranslated region 895 


gctctgagctgtgagagggg T/C tcctggagtcactgcagagg 


288 


SULT1A2 


12 


3' flanking region 98 


cctccccgctccagctcctc A/T acttgccctgtttggagagg 


289 


SULT1A2 


13 


3' flanking region 817 


ccactgactcggggcttgcc A/C aggctgccagggctggcaaa 


290 


SULT1A2 


14 


3' flanking region 1006 


cctctcccctggaggctgct T/C tacccgctgtgggggcgcat 


291 


SULT1A2 


15 


3' flanking region 1464 


tcccgtagcccaggcaagtt C/T ggtgaccagagagcagcccc 


292 


SULTX3 


1 


intron 1 332 


cctgcttctccctttacctg G/T ctggctgtgtgaccttggac 


293 


SULTX3 


2 


intron 1 1167 


taggaatggctaagcgtgtc G/A ttggcttctgtggccactca 


294 


SULTX3 


3 


intron 1 2872 


cattctcactgatgcagacg G/A aagcttctgggcctgggcgt 


295 


SULTX3 


4 


intron 1 6242 


cacccttggcttttaccagc A/G tggaaacattttacctgaat 


296 


SULTX3 


5 


intron 1 6601 


gcgtgggcttctggagggag C/T gagaggagagtggagggccc 


297 


SULTX3 


6 


intron 1 6768 


agcttgaaatgagccagact C/T tcctgggacctgttgacccc 


298 


SULTX3 


7 


intron 1 6905 


agtactttgttttatcctcc C/T catcctcacaactttgccat 


299 


SULTX3 


8 


intron 1 7464 


gccaggatcccttgagagac G/A acatgaacacagccaggagc 


300 


SULTX3 


9 


intron 1 7833 


tgcttcgggctgggcttggc G/A ggggcagctgtgctccaggc 


301 


SULTX3 


10 


intron 1 8189 


caaactggggcccttaatgc C/T gcacaccagagcctcctttc 


302 


SULTX3 


11 


intron 1 8316 


ctctcacacaagggcggagc C/G tcttccccttgaggcagagc 


303 


SULTX3 


12 


intron 1 8617 


agacagaggctggggccaag C/T cagggttgccggagcttcct 


304 


SULTX3 


13 


intron 1 8631 


gccaagccagggttgccgga G/T cttcctggactggtcaggcc 


305 


SULTX3 


14 


intron 1 9493 


ttttcctcttagagcttccc G/A tcgtgctctgtgtcgagggc 


306 


SULTX3 


15 


intron 1 10306 


caggcggggagcctgaatgc C/T gcagtcgtgagggtggccag 


307 


SULTX3 


16 


intron 1 11987 


tcataaaataatgatatcag T/C acactttttggaaatttgag 


308 


SULTX3 


17 


intron 1 13085 


ctctgtgcccggtgttgaga C/A aggccatgccctagagtcct 


309 


SULTX3 


18 


intron 1 13108 


gccatgccctagagtcctgg G/A gagttccaccccagaacagc 


310 


SULTX3 


19 


intron 2 700 


gaaccatctgggagtcgttc C/T gtactgccgtgccgagggcc 


311 


SULTX3 


20 


intron 2 818 


agccatagtagctagccagc G/A atcagcgctgggaggggagc 


312 


SULTX3 


21 


intron 2 1677 


actccacttcccctgaaccc C/T accccttccttcctcctctg 


313 


SULTX3 


22 


intron 4 4954 


gcgtgccgaaggcgggaggg C/T tgggatggctcaagacgtga 


314 


SULTX3 


23 


intron 5 3632 


ccagctgactcccacaccag C/T ggtcagagaacattgtcttt 


315 


SULTX3 


24 


intron 5 3662 


acattgtcttttaaggtttc C/T gaagtgctgcaataaagaaa 


316 


SULTX3 


25 


intron 6 1874 


tctgatctcagagagctgac A/G atggaaagaattctaaacga 


317 


SULTX3 


26 


intron 6 2133 


agaccggtgcctgcagttta T/G cccacagctcagccctccct 


318 


SULTX3 


27 


intron 6 2524 


ggaagggccagggctgcctg T/C gatgcccagagcagtgcact 


319 


SULTX3 


28 


intron 6 2573 


agatcatactcgctcctggg A/G tgtttattaaacacctgcca 


320 


SULTX3 


29 


3' flanking region 12 


gttcccggcgttgcgtcgag C/G gtttctgcttgtgggggtag 


321 


SULTX3 


30 


3' flanking region 445 


tccaaagcctgtcttcctga T/G ttcctgtggaaggagagtcc 


322 


TPST1 


1 


5' flanking region -298 


acccgccaccatgcccagct A/C attttttttgtatttttttt 


323 [ 


TPST1 


2 


intron 1 3520 


agaaaagcagattaatgtaa C/G agtgacgcttagacaacaag 


324 i 


TPST1 


3 


intron 1 3610 


ggcagaaagagaatatagca A/G ctattaaacacaaataaatt 


325 I 


TPST1 


4 


intron 1 20828 


tattgctgtccacctggtca A/G tgtgtcctgctgataagtgc 


326 


TPST1 


5 


intron 1 -6761 


aatacaatacttattctgta T/C aattctagagggcccagaga 


327 


TPST1 


6 


intron 1 -544 


tagaacaagtgaatatttta C/T gttcttagtggtttatggtt 


328 


TPST1 


7 


intron 1 -526 


tacgttcttagtggtttatg G/T ttggcagttttcccccaaca 


329 


TPST1 


8 


intron 1 -234 


tcaagacatttaataatgca C/T atgtttcagctaaccctttt 


330 


TPST1 


9 


intron 1 -48 


ttatagtgggtttaagcatg A/G tttctaaaaaatttaaataa 


331 


TPST1 


10 


intron 2 -18944 


aaaacattagaactgggaag G/A ttaaaaaatctttagtcttt 


332 


TPST1 


11 


intron 2 -18687 


tatgtgcaccctaataacat A/G tttccttaaaactagtacta 


333 


TPST1 


12 


intron 2 -18501 


ttggaaggtaacttaatgta A/G gtgcctgaaaaacagggata 


334 


TPST1 


13 


intron 2 -159 


gaatggggatttccctcagt C/G ctgcccactggctgctcttg 


335 


TPST1 


14 


intron 2-19 


acctgttgccttaaactcac G/A cctgctttgtttttccaggt 


336 


TPST1 


15 


intron 3 158 


tgctggggaagaaagatcag C/G gtctgggacttgttgatttt 


337 


TPST1 


16 


intron 3 3779 


agcagggcacgtcaccctcc C/T ggcacacccatgtgttcacc 


338 


TPST1 


17 


intron 4 292 


ttgttattttcattatgaac C/T atgaaatatttcagctgaaa 


339 


TPST1 


18 


3' untranslated region 1518 


gttgtctgtacatgttctaa T/G gttttgtagaacacgtgtgc 


340 


TPST1 


19 


3' flanking region 264 


acggtgcttggcctgcatta C/T cattttgtagtgaagtttct 


341 


TPST2 




intron 2 578 


tcacctatcatcctcactgc G/A aggatgccaggatacctccc 


342 


TPST2 


2 


intron 2 789 


cttaagccatcgtgcaggtc A/G ttgctgtcttctgctcactt 


343 


TPST2 


3 


intron 3 2009 


cccaggctggagtgtagtgg T/C gtgatctcggctcactgcaa 


344 


TPST2 


4 


intron 3 2017 


ggagtgtagtggtgtgatct C/T ggctcactgcaacctccgcc 


345 


TPST2 


5 


intron 3 2035 


ctcggctcactgcaacctcc G/A cctcccgggttcaagcagtt 


346 


TPST2 


6 


intron 4 104 


aatgttcagtctctcaattc C/T tggtcatctgatttgttcct 


347 


TPST2 


7 


intron 4 379 


taaataaataaactattggt C/T cctttcttgtcttataaggt 


348 
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TPST2 


8 


intron 4 588 


tactgcagcctgatacttct C/T ggcttaagccatcctctcac 


349 


TPST2 


9 


intron 4 626 


caccccaggctcctgagtag C/T taggactgcaggtgcacgcc 


350 


TPST2 


10 


intron 4 718 


cccaggctggtctagaactc C/G tggccgtaagggatgcccct 


351 


TPST2 


11 


intron 4 873 


gttgatggccttatttatac G/A tttccattacagcttctagt 


352 


TPST2 


12 


intron 4 949 


caaatatttgaaaatgggac C/G caggcctgaggaagagcttt 


353 


TPST2 


13 


intron 4 1033 


taagctcagcatttctgagc G/A tgtgctgattttaggaaata 


354 


TPST2 


14 


intron 4 1051 


gcgtgtgctgattttaggaa A/G taaacagttatcgtattgaa 


355 


TPST2 


15 


intron 4 1356 


gattcaacgtacataccagc C/T gacattgacaggtgaatggc 


356 


TPST2 


16 


intron 4 1707 


gtctccttaaaaggtggctc G/T ctgcccctggcttgccccag 


357 


TPST2 


17 


intron 5 215 


aagaccagcctgaccaaaac G/A gtgaaaccccgtctctacta 


358 


TPST2 


18 


intron 5 341 


tgggaggcagaggtcgcagt G/A agctgagatcacgccgttgc 


359 


TPST2 


19 


intron 6 31 


ggacttcactgggggttccc G/A ctgcttctgggtggccccgg 


360 


TPST2 


20 


intron 6 273 


gtttgtctgacactggggac A/G gggcaggaagcaccactatg 


361 


TPST2 


21 


intron 6 693 


aaagggatttttttgaactt G/C gtaattcaaagatttaagat 


362 


TPST2 


22 


intron 6 1635 


tcctgggtacagagttggcc T/G tgaacaaacatgagtccttc 


363 


TPST2 


23 


3' untranslated region 1147 


cttccccactttcagatctc C/T gcaaatgacttcattgccaa 


364 


SULT1A3 


1 


exon 8 843 


cgcttcgatgcggactatgc G/A gagaagatggcaggctgcag 


365 


CST 


1 


intron 1b 6302 


agagctccccagagaggact A/G tgaggctgcatgatgcatga 


366 


CST 


2 


intron 2a 1004 


gagtgagacccccatctcta C/T aaaattttttttaaaaagta 


367 


CST 


3 


intron 2a 1395 


atgcctaagtttacagtagc T/C aggcaggaaaggcacaacca 


368 


CST 


4 


intron 1d 473 


ccagagcctgaggttggtgc T/A ggggcccctccatggctgcc 


369 


CST 


5 


intron 2b 726 


ctatctctccagtgcctctc T/C gtccctgtctggaccctgct 


370 


CST 


6 


intron 2b 745 


ctgtccctgtctggaccctg C/A tggggggccacagagcaggc 


371 


CST 


7 


exon 3 85 


tcactagtttcctgctgctg G/A tgtactcctatgccgtgccc 


372 


CST 


8 


intron 3 308 


tcgtctgaggtcaggagttc G/A agaccagcctggccaacatg 


373 


CST 


9 


intron 3 853 


ttttgtcctataaaatggca G/A tttcatgtggcccaagctga 


374 


CST 


10 


exon 4 198 


gaggcagtgatccgggccaa C/T ggctcggcgggggagtgcca 


375 


SULT1C1 


1 


intron 3 2280 


gcaaatttttggtattttta G/T tacagtcagggttttaccat 


376 


SULT1C1 


2 


intron 3 3742 


gcagatctcactttctggca G/A attccctgaatttgctcccc 


377 


SULT1C1 


3 


intron 3 4453 


ttcatagggcttttccctca C/T ttgttttgtaattttgtata 


378 


sum ci 


4 


intron 3 5234 


gaaaagagactagaggcagg A/G gagctttgcagttcttctaa 


379 


SULT1C1 


5 


intron 3 6175 


tggctggcaggaaggtgagg G/C agtcctctcttctctggtcc 


380 


sum ci 


6 


intron 4 205 


acatgaaggcaggatccaga T/C tgaatgtttggagggaacta 


381 


SULT1C1 


7 


intron 4 408 


ggctcacgcctgtaatccca G/C cactttgggaggccgaggcg 


382 


SULT1C1 


8 


intron 4 429 


cactttgggaggccgaggcg G/C gtggatcacaaagtcaggag 


383 


SULT1C2 


1 


5' flanking region -110 


tcctgttaactcacagagaa C/T ggaagggctggaacgggacc 


384 


SULT1C2 


2 


exon 1 15 


acactaatggccttacacga C/G atggaggattttacatttga 


385 


SULT1C2 


3 


intron 1 297 


gtagacttgtttatttattc A/C ttcccaatctaggcccttat 


386 


SULT1C2 


4 


intron 1 363 


gagtgtgtgagctagaaagg T/G gatcctgagtctgatttggg 


387 


SULT1C2 


5 


intron 1 2300 


gggctactatcagcagccac C/T acctcaggaaggatgacttc 


388 


SULT1C2 


6 


intron 2 455 


aagacttggaagcaaataga T/G aaaaaaaaaatcgtagaaat 


389 


SULT1C2 


7 


intron 4 55 


caaaatctccaaacacccta G/A aaggaaagaatcttttcttt 


390 


SULT1C2 


8 


intron 4 111 


ctgccttctttaatggaaca T/C tctcacttctcttcaggaat 


391 


SULT1C2 


9 


intron 5 1657 


ctttgtgtttactttgtttt T/C acttggtacaaaagtgttgt 


392 


SULT1C2 


10 


intron 5 2082 


tctgctcctagagatggagg C/A gtcccacagccacagtgatg 


393 


SULT1C2 


11 


intron 6 933 


agctactgaacctctcccac A/G taactgtatttcaggggcag 


394 


ST1B2 


1 


intronl 80 


acttgtccataaaatcatta C/T cattctaaataaagttaata 


395 


ST1B2 


2 


intron 2 -352 


aacatttaaatagtcattta T/C agcaatgcacaggtataata 


396 


ST1B2 


3 


intron 2 -85 


attacataatgctcaaaaat G/A tcttgaaaaactggttggca 


397 


ST1B2 


4 


intron 4 460 


gtacttgacattaaaaaata T/C ctgatgtttatatatccata 


398 


ST1B2 


5 


intron 4 470 


ttaaaaaatatctgatgttt A/G tatatccataaatagctaat 


399 


ST1B2 


6 


intron 4 518 


tttaagattgtcctcatatt C/G ttacttcctttggttactaa 


400 


ST1B2 


7 


intron 4 616 


aatgtttatgaaaatagact T/C ttatctggttttagtggcct 


401 


ST1B2 


8 


intron 5 58 


ctgcatcatgctgtaaaagg G/A ttgatatttgctttccaact 


402 


ST1B2 


9 


exon 6 612 


taatagaatccaaaggagga A/C atcaagaagatcattagatt 


403 


ST1B2 


10 


intron 6 582 


aatacattacttccatttaa G/A tagtctgtttattgtggctt 


404 


ST1B2 


11 


intron 6 3130 


agatgtaaaaaattattcaa A/T ttttaaaagcctgaaaaatt 


405 


ST1B2 


12 


3' untranslated region 907 


tttaaagtgtctaaatcaca C/A atctgaagaaataagagatt 


406 


ST1B2 


13 


3' flanking region 50 


tcagatcccagttttgttcc T/G ttgattctgagtttccaaat 


407 


ST1B2 


14 


3' flanking region 328 


tttgacccaggacactgtgt T/G ccactgctgtctaccgagtt 


408 


ST1B2 I 


15 


3' flanking region 446 


gtagttcagattttggaaat C/A ttttttctatatcataccta 


409 


CHST2 


1 


5' flanking region -260 


agccggacagtccgccgggc G/A gtgatccgggggccgctccc 


410 


CHST2 


2 


5' flanking region -56 


gcgctggggaccagccgccg C/T gcccgcctcggagtcgcggc 


411 


CHST2 


3 


3" flanking region 218 


aggagtgaaacacatctttg T/A attctaaaggcagaaaccaa 


412 


CHST2 


4 


3' flanking region 383 


gcagagaccaatgttttggt G/C ctgaggctggttcagaaaaa 


413 


CHST2 


5 


3' flanking region 952 


tactgaaacattctgcagaa T/C gttatactatgagaagaaat 


414 


SULT2A1 


1 


intron 2 478 


ggactgggctctgtacacac T/C tcgtcttactgtgtgtaaat 


415 


SULT2A1 


2 


intron 3 382 


caaaaccctcttaatattct G/A tttctatctgtctcagaact 


416 


SULT2A1 


3 


intron 3 409 


tctgtctcagaactgattgc A/G tgactctaggatcgctatat 


417 


SULT2A1 


4 


intron 5 249 


agctggaaattacaggcaca C/T gccaccacacccagctaatt 


418 


SULT2A1 


5 


intron 5 395 


aggcatgagccacggcgccc G/A gccaatttatcagctttaat 


419 


SULT2A1 i 


6 


3' flanking region 33 


ttccttgttaaaagttacca G/C ggttggccaggcacggtggt 


420 ! 


SULT2A1 


7 


3' flanking region 46 


gttaccagggttggccaggc A/G cggtggttcatgcctgtaat 


421 


SULT2A1 


8 


3' flanking region 199 


ttagccaggcgcattggctc A/G tgtctgtaatcccagcactt 


422 


SULT2B1 


1 


intron 2 4162 


ttctcccctctcctcaccat C/T cgcacacaggtgatctacat 


423 I 


SULT2B1 


2 


intron 3 879 


gagggcatccagctctgggg G/A ctggacctgggggtttgtgg 


424 


SULT2B1 


3 


intron 4 3882 


ttccacgctccttccttggc C/T gagtgccctccctccgctga 


425 


SULT2B1 


4 


intron 5 1780 


cctgcagaagggggtccctt C/T catgtccaagcagtaatggc 


426 


SULT2B1 


5 


intron 5 1814 


taatggctgcagcatggagc G/A ttgtgggggcattgagacag 


427 


SULT2B1 


6 


exon 6 789 


ccctcttctccaggggtctg C/T ggcgactggaagaaccactt 


428 


CHST4 


1 


5' flanking region -1092 


atgaagccttgtgccatctc G/A ctgtgtcgtgccagcacctg 


429 | 


CHST4 


2 


5' flanking region -941 


ctgccagagagaaacaggaa G/A ggaggaagagccacacaatt 


430 


CHST4 


3 


intron 1 -150 


caggaaatgatttggagaag G/T actggtgccattgttggcac 


431 


CHST5 


1 


intron 1 -144 


ggcctcttaggtttcagcca A/C gacaggtgactcttagcacc 


432 


CHST5 


2 


intron 2 17 


caacgtaagagcgcttctca T/A tgtccagctcctttgtttct 


433 


CHST5 


3 


intron 2 139 


aatcccagcactttgggagg C/A ggagatgtgcggatggatca 


434 


CHST5 


4 


intron 3 1829 


gactgtatgtctgctattca T/C ataggaacaaataattcatg 


435 
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CHST5 


5 


intron 3 2037 


aaatgaaaccaacaccaaca C/G tgcagagaagcaaacaaaag 


436 


CHST5 


6 


intron 3 2134 


aagcagctaaattgtgttcc G/A tacaggtgcaattaggcagg 


437 


CHST5 


7 


intron 3 2528 


atggtaaagttcgcctgggt G/A cagtatgtcagcatcctgct 


438 


CHST5 


8 


intron 3 2674 


gcacttatcctagaaaggcc A/G tttctgaagactcagcagga 


439 


CHST5 


! 9 


intron 3 7039 


ctggctcccgccggccaccc T/C gggaccgcagccacgtctga 


440 


CHST5 


10 


intron 3 7211 


gtagccccaggacaccccca T/G cctcaacatcccattctggg 


441 


CHST5 


11 


intron 3 7294 


ggagcttccagtggcttggt T/C acccccgactcttcgtccat 


442 


CHST5 


12 


intron 4 108 


gcagggtcctgcactctgca G/A ggggcaatcacaggtgggag 


443 


CHST5 


13 


intron 4 402 


agcactggaaaaagtacagt T/C gcacttgtagcggaggtggg 


444 


CHST5 


14 


intron 4 547 


ctcctgtccccgcattgagg C/G gaaggagcagaggtgagatc 


445 


CHST5 


15 


intron 4 1142 


gccccaggtctcatagctcc C/G cattggcagtgctgggattt 


446 


CHST5 


16 


intron 5 1187 


cactgggcagtaattggggc A/G tgggatgggcatgagggccc 


447 


HNK-lst 


1 


intron 1 139 


gtgttttggcgacttgaaga C/T ctccctagttcgcgggagta 


448 


HNK-lst 


2 


intron 1 1020 


acctgagcagaaaattctct T/C cttcgctgaaatgaaaattg 


449 


HNK-lst 


3 


intron 1 1091 


aagaatttgtaaacatcaca G/A gcaacttgcagttatattcg 


450 


HNK-lst 


4 


intron 1 1971 


ctataactatttcaaacata C/T gaaacaggcataattggatt 


451 


HNK-lst 


5 


intron 1 2096 


atttagaatattcatttacc A/C agaaatccaaatataacctg 


452 


HNK-lst 


6 


5' untranslated region -91 


ctatccagtgacaagaggaa C/A caagaacctcagttcagggg 


453 


HNK-lst 


7 


intron 2 -530 


agtgggcggaggcgagaagc G/A tcagtgttcattcctttgct 


454 i 


HNK-lst 


8 


intron 2 -466 


gctacatcttgtcagccagt C/T agaattttaaacacagccag 


455 


HNK-lst 


9 


intron 2 -92 


acggaaatatttgtgctgat A/T cttactgactgaaatcacct 


456 


HNK-lst 


10 


intron 3 152 


catggcctccgttccttcat G/A ttacagaggtgtgaggggag 


457 


HNK-lst 


11 


intron 3 312 


cacagtggccttatgccttg C/T agcagggcgcctctcaggct 


458 


HNK-1st 


12 


intron 3 1948 


tcctttgatgtatcaagttt T/C gtgctgaatgttttcagtgt 


459 


HNK-tst 


13 


intron 3 2140 


ttacacctggagaggagcac C/T gcagcggtccttaatactgc 


460 


HNK-1 st 


14 


exon 4 187 


agaagcacattcctgaggaa C/T tgaaggtgggcacagccagg 


461 


HNK-lst 


15 


intron 4 581 


cctgatcattccctagctgg G/A atgaggggtgcactctggaa 


462 


HNK-1 st 


16 


intron 4 615 


tctggaaggcctctcacttc G/C taacccccattctggatcta 


463 


HNK-1 st 


17 


intron 5 7 


gattgttctaaatggtgtgt G/A tgggtctactgaatgtccac 


464 


HNK-1 st 


18 


intron 5 123 


acctgaagggactggtggcc G/T tccagacaggcctgtttttg 


465 


HNK-1 st 


19 


intron 5 721 


ataattatgggctctgctta T/C gaaatttagcttcagacagg 


466 


HNK-1 st 


20 


intron 5 867 


tgctgcccacagagtcggtg G/A tcactcctggccactgtttg 


467 


HNK-1 st 


21 


exon 6 444 


ccaggagcattttcttccat T/C gaggagatccccgaaaacgt 


468 


HNK-1 st 


22 


intron 6 94 


ctgagttctgtacttggcag A/G ttgatcggaggaccacagag 


469 


HNK-lst 


23 


intron 6 247 


catgaaggtgacatcatttt G/A ttaatagaaattagcaggca 


470 


HNK-lst 


24 


exon 7 696 


aggaggaaccggacagagac C/G cgggggatccagtttgaaga 


471 


HNK-lst 


25 


exon 7 870 


gagaccctggaggacgatgc C/T ccatacatcttaaaagaggc 


472 


HNK-lst 


26 


3' untranslated region 1110 


tcaaatatctttattagacc T/C ggggctaaccaggtgaagat 


473 


HNK-lst 


27 


3* untranslated region 1178 


ccacacccctcctttgagga C/T gcccggggtctcccacaggc 


474 


HNK-lst 


28 


3' untranslated region 1393 


ggaagcatcacacagcgtta G/A gagccgtttccttcaggtgt 


475 


HNK-lst 


29 


3' untranslated region 1452 


tgaggttctcctggctagtc A/G gggtggcttcacccatcact 


476 


HNK-lst 


30 


3' untranslated region 1540 


gcaagggggctgctgaaatc G/C cagagacttttgcagcatca 


477 


HNK-1 st 


31 


3' untranslated region 1696 


gggtggtgtggtgtccaggg G/A tccatctttccagaatccat 


478 


HNK-1 st 


32 


3' untranslated region 1829 


aggggaggctttttctacct G/A agaaggggagtgtctttgag 


479 


HNK-1 st 


33 


3* untranslated region 2211 


tccagcagtgcggcttcctg G/T caacaaggtaggccctggtg 


480 


HNK-1 st 


34 


3' untranslated region 2212 


ccagcagtgcggcttcctgg C/T aacaaggtaggccctggtgc 


481 


HNK-1 st 


35 


3' flanking region 1016 


cacacgaaggtgtgcactca C/T ggcctgcagggcacccaggt 


482 


HNK-1 st 


36 


3' flanking region 1 152 


gcatgctttgctcatctgga A/C tctccagaagcagggaacag 


483 


HNK-1 st 


37 


3' flanking region 1291 


gccgagaccctcagcaggat A/G gtgcagttacagggctgagc 


484 


STE 


1 


5' flanking region -605 


caggtttctaaaataataat C/T gaaaggtgagtgatgtttac 


485 


STE 


2 


5' flanking region -536 


taaaattttcaggtctgctt A/G agagttaaaggcaaagagtt 


486 


STE 


3 


5' flanking region -231 


ccttcttccccaacccctga C/T ggcagacttgggaatttgaa 


487 


STE 


4 


5' untranslated region -64 


tgcagcttaagatctgcctt G/A gtatttgaagagatataaac 


488 


STE 


5 


intron 1 69 


aaatatagaatgaaaattat G/A tattacaaagctcttaaaaa 


489 


STE 


6 


intron 1 311 


caatgagaaaataaagcaag C/G agggtagaaggaggtagaat 


490 


STE 


7 


intron 1 655 


tctaagaaagtagggactat G/A agaacccctatgtatctata 


491 


STE 


8 


intron 1 671 


ctatgagaacccctatgtat C/T tatatccaccatagtattct 


492 


STE 


9 


intron 1 772 


aaaaggcaggttggaagatg C/A aggaggggagtatgcagaaa 


493 


STE 


10 


intron 1 1715 


taaccatcttgcttaacctt A/G tcatttttagccaagtcatt 


494 


STE 


11 


intron 1 1928 


aaatgatacatattcaggaa A/G tcaaaaatctctgacttaga 


495 


STE 


12 


intron 1 1953 


aaatctctgacttagatacc C/T ggcaataataatcaaatgta 


496 


STE 


13 


intron 1 2087 


aattttgaaagaaattgaag T/G tctgtggtttttatttatca 


497 


STE 


14 


intron 1 2323 


taggtatgtaggagggtccc G/C ttatatacatagttgttaat 


498 


STE 


15 


intron 2 165 


tctattccatgaccacaatt T/G ttacctgtaacttgaatagt 


499 


STE 


16 


intron 2 1707 


cctaggacccaacatgagac A/G taatataccatcagtaaaat 


500 


STE 


17 


intron 3 850 


ggtgtccattccctcaagaa T/G ttatactttgtgttacacac 


501 


STE 


18 


intron 4 1653 


agtaacaggctagtagataa T/C ataaataactgaggccaacg 


502 


STE 


19 


intron 4 1899 


tacatgaacttagagaatca A/G gtagatcacacacaccaaca 


503 


STE 


20 


intron 4 1930 


cacaccaacaataaaattac A/G cagaatgataaaagaatttg 


504 


STE 


21 


intron 5 666 


ttctgatcatgtagtaacaa T/C tataaagaaaataataatgt 


505 


STE 


22 


intron 5 982 


aggcaaagcagaaccttttg A/C ctcacacaacattatattat 


506 


STE 


23 


intron 7 369 


agattttattcctctctctt T/C ttgagttgaagaaataagtt 


507 


STE 


24 


intron 7 447 


cacctttcaagggtaagtgg C/A aaaaaatagaaattcaaata 


508 


STE 


25 


intron 7 672 


aatcttgctctttgaaccat A/T ctgtcagtgagagtcaggga 


509 


STE 


26 


intron 7 856 


tgttacagaggacttaaaac A/G gttgtcttgcttgcaaacgg 


510 


STE 


27 


3' flanking region 218 


cagcctcccaagtagctagg A/G ctacagacatgtgcaaccat 


511 


ADH1 


1 


5' flanking region -55 


atcatgtgtggaactggaat C/T gggtgttattcaagcaaaaa 


512 


ADH1 


2 


intron 1 268 


acatttgcggtaaagcgata A/G tttattccaagctaatcatg 


513 


ADH1 


3 


intron 3 442 


aaatggaggctacatggcta C/A ggctgaatgagcatgacctt 


514 


ADM 


4 


intron 6 56 


tacaacttggaggatgcatt T/G aggctgcagaatatatgttt 


515 


ADH1 


5 


intron 8 74 


gtctagcagaaaatgaaaag G/A tggaaggatgagaaaaatta 


516 


ADH2 




intron 2 340 


ctattttttaaagcgtgcat T/C cttacataagacttaaatat 


517 


ADH2 


2 ! 


intron 3 91 


aaggcaatgagagacgaaag T/G gcttgcacaaggtcaccgcg 


518 


ADH2 


3 I 


intron 3 205 


atgtattgtacccttcaacc A/G ttatgtaccgagtatctact 


519 


ADH2 


4 


intron 7 108 


acaattgacaaggcaagatt T/C tgaaaacaaatcaaaaataa 


520 


ADH3 


1 


5' flanking region -254 


tgagagaagagaagcaggaa C/G ttgagagaggaggaagagag 


■ 521 


ADH3 


2 


intron 2 355 


tatgcattcttctatattat A/G caagacaaaaattttaggat 


522 
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ADH3 


3 


intron 3 32 


acactcagggaacatgcctt G/A gttcaccatcacaagattag 


523 


ADH3 


4 


intron 4 6 


ctgcttgaaaaatgagtaag C/T ttctgatgctttctttgcac 


524 


ADH3 


5 


exon 5 453 


agcaccttctcccagtacac A/G gtggtggatgagaatgcagt 


525 


ADH3 


6 


exon 6 815 


ttcgtttgaagtcatcggtc A/G gcttgacaccatggtatgat 


526 


ADH6 


1 


intron 3 249 


tgaaactggacttgaaagta C/A aaatgagacaaaaatttatg 


527 


ADH6 


2 


intron 6 1072 


taacccctatactgtattgc A/G tcactttctaacaggcagct 


528 


ADH6 


3 


exon 7 885 


gtctgtgtggttgttggggt G/A ttgcctgccagtgttcaact 


529 


ADH6 


4 


intron 7 1292 


gttgagaaacactgcctagt C/A ccgtctgtggtcctagaatt 


530 


ADH6 


5 


intron 7 1616 


ctatcacagaataatccgca T/C agaacactaagcagattacg 


531 


ADH7 


1 


5' flanking region -528 


tgtgcagacacagaaagttt T/C acttaactttctacacctaa 


532 


ADH7 


2 


intorn 1 361 


tcagtagcatgtgctgcact C/T gctgcagtagttcaatggga 


533 


ADH7 


3 


intron 3 183 


aacctcaacctttagaaggc A/G aaccttacggtgtttataaa 


534 


ADH7 


4 


intron 4 76 


tgaattgaattaattaatac G/A tgtatttgatgtatcaaaca 


535 


ADH7 


5 


intron 6 615 


tggcatagcgtaaagagact T/A ggaaaaatggaataaagcca 


536 


ADH7 


6 


intron 8 532 


aagtctaaccatatcaccaa T/C ttagtatgccattgtactat 


537 


ADH7 


7 


intron 8 651 


gctgctatttatttcaagta G/A gccacaaaatttccttattt 


538 


ADH7 


8 


intron 8 760 


catttttagatgaagaccaa T/G gttgtgaaagcaaataaata 


539 


ADH7 


9 


intron 8 1207 


tctccacatttggtctagcc T/C acaggatcatcatattatga 


540 


ADH7 


10 


intron 8 1691 


tccctcatctcattgcccac G/A ctcattgctttaattcagtc 


541 


ADH7 


11 


3' untranslated region 1364 


atttacattttgtaaggcta T/C aattgtatcttttaagaaaa 


542 


ADH7 


12 


3' untranslated region 1498 


gatatagtaaatgcatctcc T/C agagtaatattcacttaaca 


543 


ADH7 


13 


3" untranslated region 1584 


aaacacttgttatgagttaa C/G ttggattacattttgaaatc 


544 


ADH7 


14 


3' untranslated region 1818 


aatataaacatagagctaga A/G tcatattatcatacttatca 


545 


ADH7 


15 


3' flanking region 865 


tacatcaaaagaaataaatc C/T aagaaggaataaacacattt 


546 


HEP27 


1 


5' flanking region -191 


tcagcactctgtgtctagct A/T aaggtttgtaaatgcaccaa 


547 


HEP27 


2 


5" untranslated region -163 


gaacccatcaattccgtaca C/A attttggtgactttgaagag 


548 


HEP27 


3 


intron 1 1941 


aaatttaccctaaccagcct G/C actctctgccactttctgtt 


549 


HEP27 


4 


exon 3 289 


ttgtgtgccacgtggggaag G/A ctgaggaccgggagcagctg 


550 i 


HEP27 


5 


intron 4 1070 


tgtctcagttcacaggatca T/C gactctttttctcgaaactg 


551 


HEP27 


6 


3' flanking region 362 


ggctttgtgtgtgctccatt A/G tctgaactgggcctgctggg 


552 


LI CAM 


1 


intron 1 + 767 


tttgacttccttacatgggt G/A actgtgtgagtcactctgtt 


553 


L1CAM 


2 


intron 1 + 862 


gcattgggtcatgtgtatgt G/C tgagtggggctgaatgtaag 


554 I 


L1CAM 


3 


intron 1 + 1332 


cagggatgaaggagcagagc C/T gctgagaggccacacaggtg 


555 


L1CAM 


4 


intron 4 + 502 


tttccctggggttttccctt T/C gcattccatcctccctgagc 


556 ! 


L1CAM 


5 


intron 18 + 147 


agcgacgttatgaaattccc C/A acacttcacatttctataat 


557 


L1CAM 


6 


intron 24 + 221 


ctccttagccccccagaggg C/T cccaactttaagagcatact 


558 


AANAT 


1 


5' f 1 ank i ng-542 


aggggtgcaggatggggtgt G/T agctggagggcagggggtag 


559 


AANAT 


2 


5' f lanking-263 


ccccccacataagaggtggg C/G ttgtccaagactccgaggga 


560 


AANAT 


3 


intron3 39 


cgcccagctccagggaggcc T/A ctgaagacagaggtcagcca 


561 


AANAT 


4 


exon4 150 


cagccggccgtgcgccgggc C/T gcgctcatgtgcgaggacgc 


562 


AR01 


1 


intronl +317 


ccgtcggtctgctcggcccc C/G ctccctcggggctgggcagg 


563 


ARD1 


2 


intron6 + 322 


gctcctcagcatctgctcac G/A ccagggacccacacctctct 


564 


ARD1 


3 


intron6 + 1095 


aaggctccatcctgagacaa A/C aagtccagtgtgacctgccc 


565 | 


ARD1 


4 


intron6 +1179 


aggaggaagacctgtatccc A/G gggacaccctcctccactcc 


566 


ARD1 


5 


intron7 + 159 


cctccaggctgctaggcaga C/T ggcctcctctaaagcccagc 


567 


ARD1 


6 


intron7 + 295 


tgaccagccctgccacccga G/T gagccttgggcagaaccctg 


568 


ARD1 


7 


intron7 + 416 


actaccatggaggcccccac G/A acagagcgctgccccttgac 


569 


NAT1 


1 


3UTR 215 


aataataataataataataa A/T aaatgtattttaaagatggc 


570 i 


NAT2 


1 


exon2 867 


cgtgcccaaacctggtgatg G/A atcccttactatttagaata 


571 


NAT2 


2 


3' flank 521 


ccatccatactttgccacaa G/A agaaggaacatgagctttat 


572 i 


NAT2 


3 


3' flank 573 


gatttgaaatcctgtggaca C/T ggggtgaattacttttaaaa 


573 ! 


NAT 2 


4 


3' flank 918 


attttctgtttgtaaattcc A/G gtatcagggctatagtttaa 


574 


NAT2 


5 


3' flank 979 


actattctccctcttcgact C/T gtgatgactataataatctt 


575 


NAT2 


6 


3' flank 1958 


tacctattgaagtaagccta C/T gtcatatccacctatttgtt 


576 


NAT2 


7 


3' flank 2034 


ccactgattcccagagctag T/G tcattaagaagacagtgcct 


577 


NAT2 


8 


3' flank 2201 


cagattactggagggctact G/A tttgctcaccaatgcaaatg 


578 


NAT2 


9 


3' flank 2818 


gggatatttgtctcctttct C/G cccagtgcatgttggaaacc 


579 


NAT2 


10 


3' flank 3237 


atatatattccaattaaaaa A/ A caaaataaatttccgaaact 


580 


NAT2 


11 


3' flank 3386 


caacaaagagattttttaaa G/A ctttttaaaacaccagacag 


581 


NAT2 


12 


3* flank 3660 


cagcactattcgcaatagca A/G agatgtggaatcaatctaaa 


582 


NAT2 


13 


3' flank 3973 


agcagaaaaaataaataatg C/T gtactaggcttactacctgc 


583 


NAT2 


14 


3' flank 4029 


caaaacaaacccccatgaca T/C gagtttatctatataacaaa 


584 


NAT2 


15 


3' flank 4118 


ataagattaatatctgcata C/A aaatctttgtttacagcttg 


585 


NAT2 


16 


3* flank 4146 


tgtttacagcttgttatata C/T tgaattatgtctgctccccc 


586 


NAT2 


17 


3' flank 4279 


ttaatctgataggattggtg G/C ctttataagaaaaagaaaag 


587 


NAT2 


18 


3" flank 4323 


ttgctctctccccagtgcag T/G taccaaggaaaggccatgtg 


588 


NAT2 


19 


3' flank 4446 


tcaattggctttatctgcga T/C tctggaatcaggcaatactc 


589 


NAT 2 


20 


3' flank 4462 


gcgattctggaatcaggcaa T/C actccatttcataaaacaga 


590 


GZMA 


1 


5*-f lanking -462 


cctcagcttgcacttggcct A/G ctaattcttatataatccaa 


591 


GZMA 


2 


5' -flanking -172 


agcctgcctgctggcagtga G/C ccatcatccaccattctcac 


592 i 


GZMA 


3 


intronl 1949 


gacataaggttctctctatc A/T gcatgtatggtttgccttgt 


593 


GZMA 


4 


intron2 + 683 


gactgcgtgaccaggtggaa C/T tagcctcagcatggaagggt 


594 


GZMA 


5 


intron2 + 1250 


gttggtgtagtttatactag G/A ttatgaatgatagccttaat 


595 ! 


GZMA 


6 


exon4 + 105 


tgccaagttgcagggtgggg C/G aggactcacaatagtgcatc 


596 i 


GZMA 


7 


intron4 + 696 


atagagccttacctgaagaa A/G ggtgtgcagtatgcatggtt | 


597 | 


GZMA 


8 


intron4 +1141 


ctgttcagggaggatcccgg G/A ttccaacatggttctttatt 


598 ! 


GZMB 


1 


5' flanking + 529 


gcctccgtctcacaccaaca A/G gcagatttccccaccacggc 


599 


GZMB 


2 


intron3 + 141 


gagggaagattgtgcagccc C/T atcactgtgtcggggcccag 


600 


GZMB 


3 


3' flanking + 448 


ttttcagggcctgtccctcc G/A atgggggcaggcttctccca 


601 


ESD 




5' -flanking -333 


gtcttgggacagaggagttg G/A gggagttgaaattaggccct 


602 


ESD 


2 


intron 1 603 


gtcatttctgatggggtcat C/T agggaaatgggattgagcgc 


603 


ESD 


3 


intron 1 717 


tgtgtggtagaagcagcatt C/T taagcactacgtgaattaac 


604 


ESD 


4 


intron 1 1864 


gctttcatgcaggattgatc G/C tagtgggatgtattaggaag 


605 


ESD 


5 


intron 1 2389 


ttttgggaacacctgtctag G/A tgttaagagccagtggaata 


606 


ESD 


6 


intron 2 21 


taaacttgttttattgttta T/C atgttactctgaacattgaa 


607 


ESD 


7 


intron 2 588 


taaaattagtatctctctct G/A taagttcattatttaagata 


608 


ESD 


8 


intron 2 1498 


tagaaaaatgtgtatcacac C/T gtaagtgttcagtaatgtta 


609 
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ESD 


9 


intron 3 92 


ctttatctagatattatagt C/A cctcattttacttttaaact 


610 


ESD 


10 


intron 3 422 


gtaaagagattaaacacaca C/T gcacacatacatatacctat 


611 


ESD 


11 


intron 3 581 


agaaaacctgagaaatgaca C/T aatttatttaaagccatagt 


612 


ESD 


12 


intron 3 2270 


gccagtaattacatgtagcc G/A tttacatcaaattagctaat 


613 


ESD 


13 


intron 3 2951 


taatgaaagtaaatgtttca A/G cttccctaacaaaagttgaa 


614 


ESD 


14 


intron 3 3001 


aaatgtcagaaattttttgt G/A ccgtcagtcatcaacaagaa 


615 


ESD 


15 


intron 3 3096 


aaggagcatacagaaaactt G/C ccatgatggggcctttgtgg 


616 


ESD 


16 


intron 4 2611 


tctaatagtccccagtatta A/G tggtgcacatcttcatgtcc 


617 


ESD 


17 


intron 5 390 


tcttttttcatctctgttaa C/T atcaaccatacagttaaaca 


618 


ESD 


18 


intron 7 107 


ttagtattggaactaaactt T/C tctagtgttgagaactttgg 


619 


ESD 


19 


intron 8 1090 


aaattctaactaattaaagg G/T ttcatcctttagtaactaga 


620 


ESD 


20 


intron 8 1651 


tataaagttgtggttaatga A/G tatatatgaataagaatatt 


621 


ESD 


21 


intron 8 2047 


agaaggaaaaaggccatttt G/C ttaagaatccctgagatatg 


622 


ESD 


i 22 


intron 9 -3490 


atagaaggagaggctatact A/G cctccttaagtctcaggacc 


623 


ESD 


I 23 


intron 9 -2596 


actaaggataaaaatatggc A/G tactcagtcacattggaact 


624 


ESD 


24 


intron 9 -666 


aggccttaatgacatatttc T/C cctcacataaagatacaaca 


625 


ESD 


25 


intron 9 -660 


taatgacatatttcccctca A/C ataaagatacaacatgcttt 


626 


ESD 


26 


intron 10 799 


tatggtaactgaagaaaatg A/G cattaagttcctaaagttat 


627 


DDOST 


1 


intron2 629 


attctgttaagaagttctta T/C attaagaaatattgtctcct 


628 


DDOST 


2 


intron2 3125 


gagaatataggagcttctgc G/A tatgcctgaaagtcagtcag 


629 


DDOST 


1 3 


intron2 3920 


attactcatttaatgaataa A/G tggattactgagcactgtct 


630 


DDOST 


i 4 


intron3 189 


actgctgtccaggggtccat C/T tggggctgagcccagctgga 


631 


DDOST 


5 


intron6 185 


ctgtcctcttgttcgggagg C/T gtggcagcttttcccttact 


632 


DDOST 


6 


exon8 37 


aactatgaactagctgtggc C/T ctctcccgctgggtgttcaa 


633 


DDOST 


7 


intron9 37 


tcctgcccaagaatgctgcc A/ A aaaaacggccccaggcctca 


634 


M6ST1 


1 


5' flanking - 5 


tctggaccctgaacaggagg G/C gacatcgtgacaaagcaaat 


635 


MQST1 


2 


intron1A+330 


atcagcaggcgatggttact C/G tgggcgggtaaatcaggtga 


636 


MGST1 


3 


intron1C+1428 


gtaaagggaaagggcgttcc T/A caactgagaagtgaagattc 


637 


MGST1 


i 4 


repeat 


attatttgctctacctcagg G/A tttttcgggtcaagcgagat 


638 


MGST1 


5 


intron1C+2914 


ctcatcaggtgtgtgtcaga G/T ggcttggtgctggccagtct 


639 


MGST1 


6 


intronIC + 4274 


attgtaatagattaacaaag G/T tgatgaaagtagtgtacata 


640 


MGST1 


7 


intronlC+4276 


tgtaatagattaacaaagtt T/G atgaaagtagtgtacataat 


641 


MGST1 


8 


intronlC+4306 


gtgtacataatgtacatagt A/G tagttgaacacatagcaagc 


642 


MGST1 


9 


intronlC+4406 


gatggctatatgaccaataa T/A gatacatataaatgtataga 


643 


MGST1 


10 


intron1C+4464 


agaaagattgcagctgatag A/G tgtcaggctaataaggacac 


644 


MGST1 


11 


intron1C+4683 


aatggcagaggactggaaat G/T tacattttaagctttaccct 


645 


MGST1 


I 12 


intronlC+4767 


gccttcctcttcagcacatt C/T ccaattatacttccaattcc 


646 


MGST1 


13 


repeat 


atttcaatttttttttttgg G/A gggggagacagagtctcact 


647 


MGST1 


14 


repeat 


aattacctcccaaaggcctc A/T tatcccagatactatcacat 


648 


MGST1 


15 


intron2+2379 


ttctcaaatttcattataca C/G tattcttcaacccaaagttt 


649 


MGST1 


16 


intron2+2767 


tttaactatagatgccttct T/G ctcctcttgtgtttgattta 


650 


MGST1 


17 


repeat 


tcactgcagcctcaacctct C/T gggctcaggtgatcctccaa 


651 


MGST1 


18 


repeat 


aaaaaaatttgtagatatgg T/G tactccctatgttgcccagg 


652 


MGST1 


19 


repeat 


ctccctatgttgcccaggct A/G atcttgaattcttgggctca 


653 


MGST1 


20 


intron3+1495 


gtcagacaatggccttcagc G/A tcctctctttgcagaatatg 


654 


MGST1 


21 


intron3+2528 


ttttggagacacttttcaga G/C agagcgtttccagcatcttc 


655 


MGST1 


22 


intron3+2567 


tccctttccatttttaagtt A/ A gacttttttttttcacctct 


656 


MGST1 


23 


intron3+2731 


atacacatatggaacaatta A/C ctaaaaacttaaggtaatat 


657 


MGST1 


24 


intron3+3288 


gggtttatagtgttcccccc C/A tccccgcccccaaaagaccc 


658 


MGST1 


25 


intron3+4288 


ccattctatttgtcaactgc G/A taacacaggcgtagaagtgg 


659 


MGST1 


26 


intron3+4378 


aaatgtctgtccttttggca T/C gttgtgaaggagaacactaa 


660 


MGST1 


27 


intron3+4429 


attggaggtgacgatatctc T/C gtgatgctgggggagaaatc 


661 


HGST1 


28 


intron3+4817 


attgctatagaagagagtaa C/T gtaaagcagaaatagttttc 


662 


MGST1 


29 


intron3+6077 


tttgaaattagtgtctttaa T/C agttatctttttccacagag 


663 


MGST1 


30 


exon4+304(3' UTR) 


aagaattctgtacttccaat T/G tataatgaatactttcttag 


664 


MGST1 


31 


3' f lanking+1581 


tctgtgtgcatgaacatgca C/T gcgtgcacgcgcacacacac 


665 


MGST1 


32 


3' f lanking+1729 


tatgtggagcaatttgaaaa A/T agtatattctaagccattaa 


666 


MGST1 


33 


3* f lanking+3407 


ggatcactgctaaagatccc G/A gagtcactccatgtcccagt 


667 


MGST1 


34 


intron1B+36 


ggagaaggggaccgcatgca G/A agggtggcaggcagggaggg 


668 


MGST1 


35 


3' f lanking+25 


gggtaaacccattttgaata T/C tagcattgccaatatcctgt 


669 


HGST1 


36 


exon4+266(3'UTR) 


aaagaaaatcatacaactca G/A catccagttggctttttaag 


670 


SULT1A2 


1 


intron 4 1728 


tcagcttcctcctttgccaa A/ A ccaagagatgagctggcctg 


671 


SULTX3 


1 


intron 1 6415 


tgacctctccctgttagtgt G/A ggggcagctctttccagtgt 


672 


SULTX3 


2 


intron 5 2457 


gcccttaaagggaagttcat C/A cttctctgccttccaggctc 


673 


PIG3 


1 


5' untranslated region-93 


tccgcgaggatacagcggcc (CCTGY) n cagacaatatgttagccgtg 


674 


ADH2 


4 


intron 7+108 


acaattgacaaggcaagatt T/C tgaaaacaaatcaaaaataa 


675 


ADH2 


5 


intron 3 + (1721-1723) 


actgcatagaaatttaagaa GAA/ A cttgttttattcctctccag 


676 


ADH2 


6 


3' untranslated + (2305-2306) 


gttaatgctttcccactctc AG/A gggaaggatttgcattttga 


677 


ADH5 


1 


5' flanking - 115 


taactgctgtaaagttacac G/A gggaagccctttcccgacaa 


678 


ADH5 


2 


5' flanking - 114 


aactgctgtaaagttacacg G/A ggaagccctttcccgacaaa 


679 


ADH7 


16 


intron 8 + 727 


ttcagatccctgtaagccag G/A tattatttttaccattttta 1 


680 


GSTM1 


1 


5' flanking - 694 


tacgaagtggctaatttaca C/T agtacttagccagatgaccg 


681 


GSTM1 


2 


5' flanking - 661 


gatgaccgaaggactcagta C/T ccgagggcccctaacagaaa j 


682 


GSTM1 


3 


5" flanking - 658 


gaccgaaggactcagtaccc G/A agggcccctaacagaaaaca j 


683 


GSTM1 


4 


5" flanking - 656 


ccgaaggactcagtacccga G/A ggcccctaacagaaaacaca 


684 


GSTM1 


5 


5' flanking - 537 


tagaggggagactaagccct G/C ggagtagctttcggatcaga 


685 


GSTM1 


6 


5' flanking - 525 


taagccctgggagtagcttt C/G ggatcagaggaagtcctgct 


686 


GSTM1 


7 


5' flanking - 465 


aattaaattcccaggttggg G/A ccaccactttttagtctgac 


687 


GSTM1 


8 


5' flanking - 383 


gcggagagaaggctgaggga C/T accgcgggcagggaggagaa 


688 


GSTM1 


9 


5' flanking - 382 


cggagagaaggctgagggac A/T ccgcgggcagggaggagaag 


689 


GSTM1 


10 


5' flanking - 378 


gagaaggctgagggacaccg C/T gggcagggaggagaagggag 


690 


GSTM1 


11 


5' flanking - 343 


agggagaagagctttgctcc G/A ttaggatctggctggtgtct 


691 


GSTM1 


12 


intron 2+118 \ 


tgctggagctgcaggctgtc T/C cttccctgagccccggtgag 


692 


GSTM1 


13 


intron 3+233 


agtgagtgcccggtctcctc T/C ctgctcttgcttatgggaag 


693 


GSTH1 


14 


intron 4+26 \ 


tgtgggtggctgcaatgtgt G/A gggggaaggtggcctcctcc 


694 


GSTM1 


15 


intron 5+140 


actatcagcagttattctca C/T gactccaatgtcatgtcaac 


695 j 


GST 111 


16 


intron 5 + 577 


ctgccaccccattagaagga A/G ctttctactttccctgagct 


696 
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GSTM1 


17 


intron 5 + 645 


gctggtctggatccagaggc T/A gccaggtgcttgggcgctcc 


697 


GSTM1 


18 


exon 7 + 519 


caccgtatatttgagcccaa G/C tgcttggacgccttcccaaa 


698 


GSTM1 


19 


exon 7 + 528 


tttgagcccaagtgcttgga C/T gccttcccaaatctgaagga 


699 


GSTM1 


20 


intron 7 + 2421 


cagcaccgtgtagaatcttc A/G taagtgttagctgttactgt 


700 


GSTM1 


21 


3' flanking + 42 


atttgctcctggccatctac C/T cagactgtctgtctgtctgt 


701 


GSTM2 


1 


intron 1 + 7 


ggaacatccgcggggtgagc C/G agggtccgctgggcggtggg 


702 


GSTM2 


2 


intron 1 + 45 


gggacgggggtgcgtggggg C/T ggggaagtgtggagcagctg 


703 


GSTM2 


3 


intron 3+70 


gactgcatctcctctcccca G/C cttagaggtgttaagatcag 


704 


GSTM2 


4 


intron 3 + 224 


agcaggccctggtctcctct T/C tgcccttgcatatgggaagg 


705 


GSTM2 


5 


intron 5+100 


ttgattccttctggtgagtt C/A ttggtcttgctgactctaag 


706 


GSTM2 


6 


intron 5 + 341 


tcctcttggtgggttcatgg T/C ctggctggcttcaggagtga 


707 


GSTM2 


7 


intron 5 + 696 


acctttagctagacacagag C/T gctgatttgtgcatttacaa 


708 


GSTM2 


! 8 


intron 5 + 723 


ttgtgcatttacaatccttt A/G gctaggcagaaaagttctcc 


709 


GSTM2 


9 


3' untranslated + 1006 


ctcagccccgagctgtcccc G/A tgttgcatgaaggagcagca 


710 


GSTM2 


10 


3* flanking + 139 


ttctgctgggcatagtaagg C/T gcttgagaattcttgctccc 


711 


GSTM3 


2 


5' flanking - 144 


ccaacgccggcattagtcgc G/T cctgcgcacggccctgtgga 


712 


GSTM3 


3 


intron 7+165 


agcctaacttctataccttg A/G aggcactgtctacaaaaaaa 


713 


GSTM3 


4 


intron 7 + 257 


ctgttggactgggtggggtc T/G ttataagattggtgtatttt 


714 


GSTM3 


5 


exon 8 + 91 


cccagtggggcaacaagcct A/G tatgctgagcaggaggcaga 


715 


GSTM4 


1 


intron 4+67 


ttggctggattggggtgcta T/C gctcagagtgagtctgtgtt 


716 


GSTM4 


2 


intron 7+77 


gatgctttcccagtcctgga T/G ctgcataaagaataacttgc 


717 


GSTM4 


3 


intron 7+80 


gctttcccagtcctggatct G/A cataaagaataacttgcatt 


718 


GSTZ1 


1 


5' flanking - 546 


agcagggcccaccagccgac C/A gcctcgaagcgccgtgagcc 


719 


GSTZ1 


2 


5' flanking - 321 


tgtctgaccagccgccccgc T/C aaggagtcacaagagggcag 


720 


GSTZ1 


3 


intron 1 + 2890 


aaaatactgcatcaaaacca G/A gccacgctctgttgggggga 


721 


GSTZ1 


4 


intron 1 + 2896 


ctgcatcaaaaccaggccac G/A ctctgttggggggacaccaa 


722 


GSTZ1 


5 


intron 2 + 255 


tctcccaacactgctctcca A/G agccccttggcaaccatgtt 


723 


GSTZ1 


6 


intron 2 + 1560 


caccactgtttaaggccctg G/C gggggcagagttaaacacaa 


724 


GSTZ1 


7 


exon 3+94 


ccttgaaaggcatcgactac G/A agacggtgcccatcaatctc 


725 


GSTZ1 


8 


intron 4 + 297 


agaaggaggagtttgctggc C/T ctgtcccctctggtccaggg 


726 


6STZ1 


9 


intron 6+94 


tatctgaaccagcctcccag G/A ctgctttgggcctgacagtt 


727 


GSTPi 


1 


intron 1 + 269 


ctcccccgggctccagcaaa C/G ttttctttgttcgctgcagt 


728 


GSTPi 


2 


intron 2+134 


ccccgggcctccttcctgtt C/T cccgcctctcccgccatgcc 


729 


GSTPi 


3 


intron 5 + 438 


gtgtgtgcgcgtgcgtgtgc G/A tgtgtgtgcgtgtgtgtgtg 


730 


GSTPi 


4 


intron 6+162 


cccgctggctgagtccctag C/T ccccctgccctgcagatctc 


731 


GSTT1 


1 


5' flanking - 103 


taaagagtgtcccaggcgtc C/T gtgccgcccaatggggcaca 


732 


MGST1L1 


1 


5' flanking - 105 


tgctgccgctgccgtggggc G/A gggcgtgggcggtgctggct 


733 1 


MGST1L1 


2 


intron 1 + 277 


agtgtctgtgagagaagcag G/A ttctggagggtggagtgtgg 


734 


MGST1L1 


3 


intron 2 + 8030 


ggggttatacagagcccctc C/G gcccccaccacacatatgca 


735 


MGST1L1 


4 


intron 2 + 8499 


gtatggcaggagtggggtcc C/T ggcaagccatagaggtatgg 


736 


MGST1L1 


5 


3' untranslated + 468 


cgccacctgtgaccagcagc T/G gatgcctccttggccaccag 


737 


HGST2 


1 


5' flanking - 46 


ggtcagcattcaaagtcaag A/T agcgccatttatcttcccgt 


738 ! 


MGST2 


2 


intron 1+176 


ggtcacccatgccgcctgct A/C ccctccttcccaggggcaag 


739 


MGST2 


3 


intron 1 + 204 


tcccaggggcaagcagagac T/C gagaacattccagagattag 


740 i 


MGST2 


4 


intron 1 + 373 


ttacaagtgttccaaaggaa A/T cgtgcctgcttctaaacctg 


741 


MGST2 


5 


intron 2 - 3245 


cctcgtgatttgcccacctc G/A gcctcccaaagtgctgggat 


742 


MGST2 


6 


intron 2-1998 


aggccgaggtgggcggatca T/C gaggtcaggagatcgagacc 


743 


MGST2 


7 


intron 2-1640 


tgtttattccttgcatagcc A/G taatataaagtatgaatttt 


744 


MGST2 


8 


intron 3+41 


actgtgttctaatgatgact A/G tgatgcttaaacgattaagg 


745 


MGST2 


9 


intron 3 + 453 


atcagagtgctatgttgcag A/G tatatgaactttggcttcat 


746 


MGST3 


1 


5' flanking - 520 


acaaaaaggccctaacagcg A/C taaatccattcacttcggga 


747 


MGST3 


2 


5' flanking - 355 


cgcctaaaaccgctacggtg G/A ctctgctggggacaaattat 


748 


MGST3 


3 


5' flanking - 234 


ctgggggagtagatatatgt T/A tttgagaatgagaggagtaa 


749 


MGST3 


4 


intron 1 + 74 


agcctttgcgcaggcactcc C/T atatttcagcctatgcgagc 


750 


MGST3 


5 


intron 1 + 682 


agaaaatgccccttctttat G/C tggggtggcagcacggagcc 


751 


MGST3 


6 


intron 1 + 832 


cgagtttacaagctacataa T/C agcgtcgggggcaagtaagt 


752 


HGST3 


7 


intron 1 + 1919 


aataaaattcctgagtttct G/C tcactcgctcttacagtacc 


753 


MGST3 


8 


intron 1 + 1991 


tgtaattaggcaacaggaaa A/G ttgtactatctttcaaatgc 


754 


MGST3 


9 


intron 1 + 4458 


tcttccatcctcctaacata T/C agttagcttccactctccaa 


755 


MGST3 


10 


intron 1 + 4676 


tgaatatgcaatgcaattgt C/G gggggatagttacttttcat 


756 


MGST3 


11 


intron 3 + 278 


cagcatgacccatctaaacc G/C atgttgactctcccaggcct 


757 


MGST3 


12 


intron 4 + 423 


cttgcctttttgttgtgggg T/G gtggggtggtcacagagaag 


758 | 


HGST3 


13 


intron 4 + 506 


gtgcagagaagaaaacaaag T/C ggggaaggtggaaaggggat 


759 


MGST3 


14 


intron 4 - 162 


tcacagatattttattttcc C/T gactgaaactaacttaattc 


760 


MGST3 


15 


intron 4 - 130 


acttaattctacctaatttg C/G gtggggagtagttggccaaa 


761 | 


MGST3 


16 


intron 4-105 


ggagtagttggccaaatcat C/G aaattgttaactttttgcta 


762 


MGST3 


17 


intron 4-65 


aacatattgtgtaatcaacc C/T taggtgttaaaaaaggtttg 


763 


MGST3 


18 


intron 5+105 


atcccagcactttgggaggc G/C aaggcaggcagattgcttga 


764 


MGST3 


19 


intron 5+197 


aaaaaatacaaaaattagcc G/A gatgtggtggtgcacacctg 


765 


MGST3 


20 


intron 5 + 222 


tggtggtgcacacctgtagt C/T ccagctacttgggaggctga 


766 


MGST3 


21 


intron 5 + 374 


tcttatgctactatattttt T/C ttcttgggaatttgagaaaa 


767 


MGST3 


22 


3' untranslated +517 


atgacttacctttatttcca G/T ttacattttttttctaaata 


768 


MGST3 


23 


3* flanking + 166 


agtctgattgtggtgatgta G/T gtatagtcatgccacagtga 


769 


GSTA1 


1 


5* flanking - 266 


ttgcaaaaagagcaaaatct C/A ggtgaaatgtattgtgtaaa 


770 


GSTA1 


2 


intron 2+1220 


gagacacaggctttcctaag A/C tatgacaacaccataactag 


771 


GSTA1 


3 


intron 4 + 1813 


aaaggcacccactggaggtg A/C attattttgccatcacctga 


772 


GSTA1 


4 


intron 5 + 732 


gaagagtgttgtcatgaagg T/C ggagtcactgcccaagggag 


773 


GSTA1 


5 


intron 6 + 333 


ttatcccatatgtgcccaca A/G tgagccggtctgagcagagc 


774 


GSTA1 


6 


3* flanking + 412 


ctttcttatgcatttgcaaa A/C caatgattctgtctgctgtg 


775 


GSTA4 




intron 1 + 280 


gcattggtggaaggtgggct C/T ggatcgtccccgggcctggc 


776 


GSTA4 


2 


intron 3 + 176 


ggaaatcacttcttattcaa T/C agttccataaaagctggccg 


777 


GSTA4 


3 


intron 4+94 


acaccacatttactttatgt C/G ttacatagttagtgagatca 


778 


GSTA4 


4 


intron 5 + 1062 


cacacttgtgcacatgcaga C/T acccatgggcatccaagagt 


779 


GSTA4 


5 


exon 6 + 487 


cagatgtgattttactccaa A/G ccattttagctctagaagag i 


780 


GSTA4 


6 


intron 6 + 595 


tgagctctgagagcaaatga G/A agatgttagcaccctaaaca ! 


781 


GSTA4 


7 


intron 6 + 630 


taaacatcaccccaaaggat T/A cctaccattctccttctgag ! 


782 


GSTA4 


8 


intron 6 + 3943 


tcttcgtagtatctaatacc T/C tttttgttagccttaaagtt 


783 
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GSTA4 


9 


3' untranslated + 1099 


taataacaaccgaatgtcta G/A taaatgactctcctctgagc 


784 


GSTA4 


10 


intron 5 + (370-371) 


gttgtcgaacagctgtctca (TA) gctgacatcctccctgataa 


785 


GSTA4 


10 


intron 5 + (370-371) 


gttgtcgaacagctgtctca gctgacatcctccctgataa 


786 


NDUFA1 


1 


5' flanking - 1437 


agggctaaaaatcctgatta T/A acctaccttgaagcttttaa 


787 


NDUFA1 


2 


intron 2 + 3071 


aataaaagtacatggcatat C/A tttgatgggaacagacttgt 


788 


NDUFA1 


3 


3' flanking + 1218 


aactccatgtgtataaagca A/G caccacagatgacacttcca 


789 


NDUFA1 


4 


3" flanking + 1411 


ggattgtgccatcccttgat C/T/G ggcaatgaccttttactttt 


790 


NDUFA1 


5 


3' flanking + 1411 


ggattgtgccatcccttgat C/T/G ggcaatgaccttttactttt 


791 


NDUFA2 


1 


intron 2 + 1087 


aacatacaaaaattagccgg A/G tatggtggcgggcacctgta 


792 


NDUFA2 


2 


intron 2 + 1089 


catacaaaaattagccggat A/G tggtggcgggcacctgtaat 


793 


NDUFA2 


3 


intron 2 + 1356 


ttccctgaaacaacccattg T/C ggccatccagaatcagccaa 


794 


NDUFA2 


4 


3' flanking + 467 


cacagcctcatgggtcagcc C/T actccagagggtgcattccc 


795 


NDUFA2 


5 


3* flanking + 744 


ggaagcaggggccctggcca C/T agccgctggcagtaagcagg 


796 


NDUFA2 


6 


3* flanking + (844-845) 


tatagtctacaaagaatgaa (ACAC) aaagatcataacaatagcta 


797 


NDUFA2 


6 


3* flanking +(844-845) 


tatagtctacaaagaatgaa aaagatcataacaatagcta 


798 


NDUFA3 




intron 2 + 2656 


tccctgctgccctcccctgc G/A cactttatcttccctttgcc 


799 


NDUFA3 


2 


axon 4 + 241 


agggccccagcctggagtgg C/G tgaagaaactgtgagcacct 


800 


NDUFA3 


3 


3' flanking + 1019 


tccttacctgcactggcacc A/G gctctggagccccagtccct 


801 


NDUFA5 


1 


intron 3 + 2155 


agactctagcatggtacctg G/C aacataaggttccttagaaa 


802 


NDUFA5 


2 


intron 3 + 2493 


ggcatattgctagttttctc G/T gtctcaatttcatcatctat 


803 


NDUFA5 


3 


intron 3 + 2712 


acaaattttgaactgttcac C/T taacacaggctttttctgaa 


804 


N0UFA5 


4 


3' flanking + 1296 


aggtatctaaaaggtattgc A/C atttggtcattggttctttc 


805 


NDUFA5 


5 


Mill Oil «J WW O 1 / 


aagtcagttttgttgtcttg (GATTTGTGGTATCCAG) tgtaa 
catttaaccaaaaaa 


806 


NDUFA5 


5 


intron + \ 
milium o * ji; 


aagtcagttttgttgtcttg tgtaa 
catttaaccaaaaaa 


807 


NDUFA5 


6 


intron 3 + (427-428) 


attaagtagcagttaataaa AG/A tctagactgctgattcatac 


808 


NDUFA5 


j 7 


intron 3 + (4733-4734) 


tataggaattttaaaatata TA/A ggatattgaaacattcagtt 


809 


NDKFA6 


1 


5* flanking - 1148 


tttataatttatatatgtta C/T gtgctttcttttgtatagct 


810 


NDUFA6 


2 


5' flanking - 363 


actaccaaggagcgcggcgg G/A cagccggatagcaggacgct 


811 


NDUFA6 


! 3 


exon 1 + 26 


ggggagcggcgtccgccaag C/T tacttctaccgccagcacct 


812 


NDUFA6 


4 


intron 1 + 1318 


attcagcagtttgaaaacat A/G atgtttgcctggcagaatac 


813 


NDUFA6 


5 


intron 2 + 562 


agttaaagaatctgaaaagt G/C tcagaaatgatttaccctga 


814 


NDUFA6 


6 


5' flanking - (861-862) 


ctgtaaaatggggatgctga (T) ggtacctacctgacctatga 


815 


NDUFA6 


6 


5' flanking - (861-862) 


ctgtaaaatggggatgctga ggtacctacctgacctatga 


816 


NDUFA7 


1 


5' flanking - 731 


accaaccaaaggtctatcaa A/G ggggtgtcctctttgcaccc 


817 


NDUFA7 


2 


5' flanking - 434 


aaagggaaccatcagaaccc C/T gtgatgaaatgagaatcggc 


818 


NDUFA7 


3 


5' flanking - 395 


gctcccggattccggctggc A/G ggggttagggcagggtagag 


819 


NDUFA7 


4 


5' flanking - 100 


agaggagtcacgtgcttcgg G/A gagagcctttataggacgtt 


820 


NDUFA7 


5 


intron 1 + 92 


tcacctccctcctaagccgg G/A acccttcgctctccccgaat 


821 


NDUFA7 


1 6 


intron 1 +133 


ctccctgggaacccccagct A/C gtcaccccttcagcccggga 


822 


NDUFA7 


7 


intron 1 +136 


cctgggaacccccagctagt C/G accccttcagcccgggaccc 


823 


NDUFA7 


8 


intron 2+89 


tcctttagacccctgaaacg G/C agggctgacatcctgccacc 


824 


NDUFA7 


9 


exon 3 + 196 


gccgccgggaatctgtgccc C/GL cttccatcatcatgtcgtcg 


825 


NDUFA7 


10 


intron 3 + 4203 


gcctccacccctggggcgcc T/G cctccatcaccccaccctcc 


826 


NDUFA7 


11 


intron 3 + 4604 


gggccttgtgtacgctggag A/G ccaaaagtgggaagggagga 


827 


NDUFA7 


12 


1' flunk in? - fllfiO-1 WVl 


agggtccagggtcccctgct (CAGAGGCT) aacactggccg 
aagagaaag 


828 


NDUFA7 


12 


5' flanking - (1360-1353) 


agggtccagggtcccctgct aacactggccgaagagaaag 


829 


NDUFA7 


13 


5' flanking - (1240-1239) 


tgatagagccctgatccacc CA/A ctctctgaaacttctttgct 


830 


NDUFA7 


14 


intron 2 + (4142-4143) 


cattttgtgactgaggtgac AG/A gggcccacagcggggccatg 


831 


NDUFA8 


1 


intron 1 - 75 


tttgtgttctctattctgac C/T cgcatgaggtaaagctgaga 


832 


NDUFA8 


2 


intron 2 + 790 


caaacctagacaaagtgtgc C/T ctttatccagaagtgagcag 


833 


NDUFA8 


3 


intron 2 + 900 


ttcaggagataaaaagctct G/A attgctcaggcctgagatgg 


834 


NDUFA8 


4 


intron 2 + 3837 


gaagttgtcttgtaagtgag A/G taagaatatgtactcacata 


835 


NDUFA8 


5 


intron 2 + 3942 


tcattgttttgcaaagagat G/T cccctaacccagctttcttt 


836 


NDUFA8 


6 


intron 3-66 


gaggagacaccaggaggcgc A/G ttgatggttacagattcctc 


837 


NDUFA8 


7 


3' untranslated + 520 


tttatttctggaccaagtaa A/G gatgggtccgtggcccacac 


838 


NDUFA8 


8 


3' flanking + 367 


gtcatacaaggggagcctcc A/G ggatagaagtgcagaaactt 


839 


NDUFA8 


9 


3' flanking + 777 


attcttttttcactactagg C/T tgtttcctccacatctgact 


840 


NDUFA8 


10 


3* flanking + 1053 


aaagaaaaagcactgtgtga T/A ctgccatggccgcttctgca 


841 


NDUFA8 


11 


3' flanking + 1190 


gattctctaatgaaaaataa G/T acttttttttgcattttttt 


842 i 


NDUFA8 


12 


intron 2 + (449-453) 


ggtcattgtgcatgatacttaa (GTAAA) aaaaaactaagctgtgtaat 


843 


NDUFA8 I 


12 


intron 2 + (449-453) 


ggtcattgtgcatgatacttaa aaaaaactaagctgtgtaat 


844 


NDUFA8 


13 


intron 2 + (707-708) 


ctcattttggaaagactctc (A) accttgctgtaccaaaaatg 


845 


NDUFA8 I 


13 


intron 2 + (707-708) 


ctcattttggaaagactctc accttgctgtaccaaaaatg 


846 


NDUFAB1 


1 


intron 1 + 8451 


cagcaccctgtagaggcctc G/A ggatgctgaagatgccatga 


847 


NDUFAB1 


2 


intron 1 + 8495 


gacacaggcattctgcagac G/A ctagacaattttagtggcag 


848 


NDUFA9 


1 


5' flanking - 807 


gatggctctttgtagaacaa T/G gcagattctcaaaggtgacc 


849 


NDUFA9 


2 


5' flanking - 769 


accacagttaaagaaaaaat T/C acaagccattgcgctagaga 


850 


NDUFA9 


3 


5' flanking - 353 


cacaccctattttggtttct C/G ttctccacttttcccctcgt 


851 


NDUFA9 


4 


5' flanking - 322 


ttcccctcgttcttgtcccc C/T cttttctctctcctgggccc 


852 


NDUFA9 


5 


intron 1 + 447 


attcatatgagcacaatgga A/G atgataatattacaatacca 


853 


NDUFA9 


6 


intron 1 + 1039 i 


ggcttgatgttcagcctgag G/A caagaattaggagtgtttag 


854 


NDUFA9 


7 


intron 1 + 4010 ! 


aatgtatccaaaagagattc T/G cattcctgccatatgaagaa 


855 


NDUFA9 


8 


intron 3+49 


gacaaatataaattactaag G/A tcatttttaggagtgatagg 


856 


NDUFA9 


9 


intron 3+107 


aatttcttcccagaatggac C/T aaaggcatcctctgttccca 


857 


NDUFA9 j 


10 


intron 3 + 1183 


atctctggtaatattcatac A/G gattatttgtaatcccttta 


858 


NDUFA9 


11 


intron 3 + 1395 


attcctagttctttgtccct C/T aagtttgttggtcaccttgt 


859 


NDUFA9 


12 


intron 3 + 2363 


agaaaatagtcatgaatggc C/T ccaactaacactagtcttta 


860 


NDUFA9 


13 


intron 3 + 2608 


gtcatttgattacctgagta A/C agtgtactgttacctgtttg 


861 


N0UFA9 


14 


intron 4 + 561 


attttataaattctttgatg A/C cttgggggtcttattcaact 


862 


NDUFA9 


15 


intron 4+860 


attgtgtagagtaatgacag C/T agagctgtcaacttttttaa 


863 


NDUFA9 


16 


intron 4 + 879 


gcagagctgtcaactttttt A/T aaaaaataattttagcttaa 


864 


NDUFA9 


17 


intron 4 + 893 


ttttttaaaaaaataatttt A/G gcttaaaaaaattaaaaatt 


865 


NDUFA9 


18 


intron 4 + 1090 


atcattgctgtttaaaagtt T/C aagtagtgtgaatttcagta 


866 


NDUFA9 


19 


intron 4 + 1188 


aaccaatccttttatttttt A/T tcttccagaaactttgattt 


867 
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NDUFA9 


20 


intron 5 + 161 


gggtgtgtgtgatgttttga C/T gttttgattgattgccttct 


868 


NDUFA9 


21 


intron 5 + 373 


ctttctcaccccttgcactg C/T agtggttttgtgccactctt 


869 


NDUFA9 


I 22 


intron 5 + 457 


gccagggaagatgcctattc A/C cacagtgcttatgctccttt 


870 


NDUFA9 


23 


intron 5 + 3113 


gatttttctccttcttcaat G/A taagcttcccttaaaataaa 


871 


NDUFA9 


24 


intron 5 + 3339 


tctaaactcaaaacaggttt G/A tttggttattgtttaggctg 


872 


NDUFA9 


25 


intron 6 + 414 


tatagttttgccttttccag G/C atattacatatatggttaga 


873 


NDUFA9 


26 


intron 6 + 518 


ctttcatttcttttcatagc T/C tgatagctcatttctttata 


874 


NDUFA9 


27 


intron 7 + 974 


ggattatgcgtacttggaaa A/G tacttggatagcggtgatta 


875 


NDUFA9 


! 28 


intron 8 + 368 


acattaattttgatggagta T/G cacaatgcctccagaggctg 


876 


NDUFA9 


29 


intron 8 + 954 


gcatgcaatcagttatatag T/C ctagataagaattacaattc 


877 


NDUFA9 


30 


intron 8 + 1253 


tcctcttgaaattgtagata G/T gtatctacacatttctcatc 


878 


NDUFA9 


31 


intron 8 + 11608 


gaaaagatagatgtataaat G/A accaaaaattcgtgaagaaa 


879 


NDUFA9 


1 32 


intron 8 + 11930 


ctacaaatatattctaaatg C/T gtaatcatggataagtacaa 


880 


NDUFA9 


33 


intron 9 + 1998 


tgtttttcaagcctttaaac G/A gctgtggaaccctgtgctca 


881 


NDUFA9 


34 


intron 9 + 2238 


ccagctacttgggaggctga A/G gtgggaggatcacttgagcc 


882 


NDUFA9 


35 


intron 9 + 2885 


acagcggtctgtcttcctgc A/G gttctcataggctagcttac 


883 


NDUFA9 


36 


intron 10 + 801 


tacactaaagtgtctcttac G/A tttatacttgagaaagtgtt 


884 


NDUFA9 


37 


intron 10 + 910 


tgcagactttcaggtgggta G/C gatgagggattgctgctgct 


885 


NDUFA9 


38 


intron 10 + 1180 


aaaactgagtcagaacgccc G/A tgctcagaaaacaggggcgt 


886 


NDUFA9 


39 


3' flanking + 554 


gtgccagcacttaggaatta T/G gaccttctaatgaagttctt 


887 


NDUFA9 


40 


5' flanking - (1129-1128) 


taaacagtaggggcaagata (TC) gagtggaaacagccaagatt 


888 


NDUFA9 


40 


5' flanking - (1129-1128) 


taaacagtaggggcaagata gagtggaaacagccaagatt 


889 


NDUFA9 


41 


5* flanking - 341 


tggtttctcttctccacttt T/A cccctcgttcttgtcccccc 


890 


NDUFS1 


1 


5' flanking - 3 


tcctagggggtcgtcgtggt C/G cagacagtttagcagaacag 


891 


NDUFS1 


2 


intron 1 + 445 


gtgttagcaatggctcacgc T/C tctgtttgttgtccttgttt 


892 


NDUFS1 


3 


intron 1 + 470 


tttgttgtccttgtttgttt G/T gtccattgaccacgttggac 


893 


NDUFS1 


4 


intron 1 + 502 


acgttggacagcattttttt A/G ttcctttaactaacgggaaa 


894 


NDUFS1 


5 


intron 1 + 557 


ttttgaaaagttagcccagg A/G ttgcattgcaaataacaaaa 


895 


NDUFS1 


6 


intron 1 + 5218 


tatctcagaatatctcagga A/G catttagtagacagctatgc 


896 


NDUFS1 


7 


intron 3 + 1371 


aagccctaaaatagatagtg T/G caatgggaatgaaaacaaga 


897 


NDUFS1 


8 


intron 5 +414 


ttttgaaacgaggtctcact A/G tgttgtccaggctgggcttg 


898 


NDUFS1 


9 


intron 10 + 812 


gagtgcggtggcgcgatctc G/A atctcgggtcactgcagcct 


899 


NDUFS1 


10 


intron 11 + 233 


ggaggccaaggcaggcagat C/T gcctaagtgcaggagtttga 


900 


NDUFS1 


11 


intron 11 + 283 


ggccaacatggcgaaacccc G/A tctctactaaaaatacaaaa 


901 


NDUFS1 


12 


intron 11 + 585 


ctgtatgtcttaattttaaa G/T taaatttgcattttatatat 


902 


NDUFS1 


13 


exon 12 + 1251 


gcaccactgtttaatgctag A/G attcgaaagaggttggtaat 


903 


NDUFS1 


14 


intron 13 + 5159 


attacttttagaaaacgtgt T/C ttagctgatactcaggcata 


904 


NDUFS1 


15 


intron 14 + 250 


aaaaattgttatattagtta C/T accttggttcaaaaattgca 


905 


NDUFS1 


16 


intron 14 + 550 


gataaagtctcactatgttg C/T ccaggttgatctcaaactcc 


906 


NDUFS1 


17 


intron 14 + 2429 


ctgaaaatacaaaaattagc C/T gggtgtggtggcatgtgcct 


907 


NDUFS1 


18 


intron 14 + 2530 


ttacagtgagccgagatcac G/T ccactgcgctccagcctggg 


908 


NDUFS1 


19 


intron 14 + 2659 


acacatttaattttttacat T/C gaaaatactgcagttatggt 


909 


NDUFS1 


20 


intron 16 + 150 


agaaaacatgtattcagaaa C/T aggaattcaaggttacagtg 


910 


NDUFS1 


21 


intron 18 + 279 


cactgtgtagcaatttatgg T/C gaattttccaaagtggcaaa 


911 


NDUFS1 


22 


3' flanking + 182 


tctaggataattataattaa T/A aataatcatagtaacaatgg 


912 


NDUFS1 


23 


intron 11 + 3226 


aaatgtattgtctgtgcttt T/A aacattttgtaatagtaaat 


913 


NDUFS3 


1 


5' flanking - 194 


tctgccacaaggagctagga C/T cacgctcacctcacgatttc 


914 


NDUFS3 


2 


intron 1 + 46 


cggggtcaggcgcagcggcg T/C gcccagtgcagagagctcct 


915 


NDUFS3 


3 


intron 6 - 439 


aaagctgtgtcaaatgtact G/A ctttagatctggactgtgaa 


916 


NDUFS3 


4 


intron 6 - 280 


ggtgggtgagcagtcagttc G/A gagctcctgatgtgggagtg 


917 


NDUFS4 


1 


5" flanking - 439 


aactgaatacagccctgtcc T/A gagggcttgcaaagtgaatc 


918 


NDUFS4 


2 


intron 1 + 1829 


gaaaaaaaatcttaatgcca G/T ggaagacgttttttaaatac 


919 


NDUFS4 


3 


intron 1 + 2057 


attaatgggaaaatctacat C/G taaaattcattttattgtaa 


920 


NDUFS4 


4 


intron 1 - 521 


ttcattttaactaattttat T/G tctcccattttgtgaatggg 


921 


NDUFS4 


5 


intron 3 - 1259 


ataaaattatgatattatta G/A tactaatatagccagccata 


922 


NDUFS4 


6 


intron 3 - 1174 


aatatatataattataggaa T/C ctcagagtagcaaccatggt 


923 


NDUFS4 


7 


intron 4 + 10682 


cacaatataggcacaaactt A/C ctaccaaagcactaacaagt 


924 


NDUFS4 


8 


intron 4 + 12299 


tttactatatagatatatgg A/T atagactatagagtatctct 


925 


NDUFS4 


9 


intron 4 + 12560 


accaaataaggtattatgca G/A gctcatctttttatataaga 


926 


NDUFS4 


10 


intron 4 + 18801 


ggaaagacttgctttgccag T/C gtatccgaaacctctgttat 


927 


NDUFS4 


1 1 


intron 4 + 19888 


tcgcacagctgagaagagca A/G ggggctggttttcagtaccc 


928 


NDUFS4 


12 


intron 4 + 20178 


agaaaagatgagtataattc G/A tctaacttacccattcttaa 


929 


NDUFS4 


13 


intron 4 + 23016 


ctactctgtgaaagtaaggt T/A atgttgaacaagtaaattaa 


930 


NDUFS4 


14 


intron 4 + 23124 


actttctttggagatggagt T/A ccagcagttgggaatgtaat 


931 


NDUFS4 


15 


intron 1 + 766 


tgtgatgatttttttttttt T/A ggctgtattaaccttccatt 


932 


NDUFS4 


16 


intron 1 + 1261 


tttctttctctttttttttt T/A gagatacattctcactctga 


933 


NDUFS5 


1 


intron 1 + 388 


ccaaacatagccagcacttc C/T ggctgtaactccgggctgtt 


934 


NDUFS5 


2 


intron 1 - 13082 


agtgagccgagattgcacca G/A tgcattccagcctgggcaac 


935 


NDUFS5 


3 


intron 1 - 12905 


gttttcaacaaaggactcca G/T agtagtagagaagtttctgt 


936 ! 


NDUFS5 


4 


intron 1 - 12564 


attttcatcacacctcaact T/G aaggtataacagccttaaga 


937 


NDUFS5 


5 


intron 1 - 12561 


ttcatcacacctcaacttaa G/A gtataacagccttaagaatg 


938 


NDUFS5 


6 


intron 1 - 10561 


aacaatgtggtatagtgggg C/G gggtggtgagcaggtgtcat 


939 i 


NDUFS5 


7 


intron 1 - 9065 


cctgatgctcctggctccag G/A gtagaccttttccctttaga 


940 


NDUFS5 | 


8 


intron 1 - 8871 j 


tcaccacgtgtctgtagata T/C aggaccgcagaccttcgctt 


941 


NDUFS5 1 


9 


intron 1 - 7312 1 


aaatccttggcttctagaat G/T ggtcactgatggtatataat 


942 


NDUFS5 


10 


intron 1 - 6827 ! 


aacctctgcctccccgattc A/G cgccattctcctgcctcagc 


943 


NDUFS5 


11 


intron 1 - 6725 


agtagagacggggtttcacc G/A tgttagccagcatggtctcg 


944 


NDUFS5 


12 


intron 1 - 6631 


aggcgtgagccactgcgccc G/A gcctagaccttcttcttata 


945 


NDUFS5 


13 


intron 1 - 6531 


cccaacagctcccaatgtaa A/G acagatctattaatattctg 


946 


NDUFS5 


14 


intron 1 - 6346 


gcaacagatcttgacctata T/C cccatagggtacagctgagg 


947 


NDUFS5 


15 


intron 1 - 6327 


atcccatagggtacagctga G/C gactttaatcagaaaaggag 


948 


NDLIFS5 


16 


intron 1 - 6122 


tagccttgcttttactctac T/C gttcctcccaaatcacaccc 


949 


NDUFS5 


17 


intron 1 - 2512 


acaaactcttaatgcgaatt T/C tgcagatcaaagtgggctta 


950 


NDUFS5 


18 


intron 1 - 1945 


tttaatctcctttaaatttc G/A caatttcacaacctagggta 


951 


NDUFS5 


19 


intron 2+75 


tttttttttttttttgagac G/A aagtctcactcttgtcccct 


952 | 


NDUFS5 


20 


intron 2+148 


ctgtagcctctgcctcccag G/A ttcaggcgattcgcgtacct 


953 


NDUFS5 I 


21 


3' flanking + 150 


cagattcaagtggttctcct G/C cctcagcctcccaagtagct 


954 
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NDUFS5 


22 


intron 1 - (10682-10681) 


attataaacactaaacaaac AT/A gtgtggtctctttagagggg 


955 


NDUFS5 


23 


intron 1 - 10272 


aggaacaagtgactaccctg A/A aaaaagaagagatgaaacaa 


956 


NDUFS5 


24 


intron 1 - 2069 


accagacagagttcccttta C/A ttgttttcctgtggcaaaga 


957 


NDUFS6 


I 1 


intron 1 + 26 


ggccgctgggtacaggatgc A/C ccttcctccagccgcacctc 


958 


NDUFS6 


2 


intron 2 + 1076 


ggatcatggtggtggagagg 6/A gcttgtgtctggtgggtttg 


959 


NDUFS6 


3 


intron 2 + 1260 


cagttgtcgagtaagtggtg T/C atagggtaagtgetctttet 


960 


NDUFS6 


4 


intron 2 + 1413 


caaaggagctcatggcattg C/T gaatgggacatttcttccgt 


961 


NDUFS6 


5 


intron 2 + 1568 


tggagaaggggaggtttctc T/C tagtgtggatgcggtatggt 


962 


NDUFS6 


6 


intron 2 + 1692 


gaccgtggtgacggaggttt C/T ctgggcatcgatgggtggtt 


963 


NDUFS6 


7 


intron 2 + 6488 


tagcttaaataattattggc A/6 ttcatgttcagaatgcctga 


964 


NDUFS6 


8 


intron 2 + 6563 


tttaaacttttattttaaat G/A tecatgaatggggteggtat 


965 


NDUFS6 


9 


intron 2 + 6740 


aaagatttaaacctacatat C/T tttatgcccaatcatttgat 


966 


NDUFS6 


10 


intron 2 + 6832 


gcgagggactcattttacag A/T ggttggacacttcactgtgt 


967 


NDUFS6 


11 


intron 2 + 7054 


ttcactgccggagcttggcc G/A tgtgaacccggagccgggct 


968 


NDUFS6 


12 


intron 2 + 7186 


ggtcagggtcacccttgagc T/C gcgcacactaaatgacggga 


969 


NDUFS6 


13 


intron 2 + 7225 


gagggcatcccgcgtcagtc G/A ccagtgtcgaggcgtcagca 


970 


NDUFS6 


14 


intron 2 + 7810 


cttccactctggggcgggga C/T gctgtagaaggagcacaaag 


971 


NDUFS6 


15 


intron 2 + 11080 


gtaactgttcagtgctttct C/T ctttggatttcatgtaaatc 


972 


NDUFS6 


16 


intron 2 + 11657 


gggacagaacgatgtggtgg G/A gagaagagggcgtggcagag 


973 


NDUFS6 


17 


intron 3 + 208 


cgaaaaccccctttcaactg T/C gaagtggtgggcggcatgtt 


974 


NDUFS6 


18 


intron 3 + 1031 


ctagagtgggactgggcacc C/T ggcatgtcccctcctgggct 


975 


NDUFS6 


19 


3' flanking + 270 


gcttcagagagccaaggtgg G/C tcttgaggtgcatagtgaag 


976 


NDUFS8 


1 


5' untranslated - 45 


agtgtagcctccgcctcccg A/C ttgactggcctgcttggcaa 


977 


NDUFS8 


2 


intron 1 + 163 


aggtgcagcggggagccggc T/C ctcagggcgcatgcgccgcc 


978 


NDUFS8 


3 


intron 3+123 


tctctgagcctgtttccact T/C ttaaaatgattatggtgatg 


979 


NDUFS8 


4 


intron 6 - 505 


aggcaaggcaggccgggcac G/A gtggctcacgcttgtaatcc 


980 


NDUFS8 


5 


3' flanking + 491 


ggccctgagctggcctgcgt C/A cagccacatcctctttcctg 


981 


NDUFS8 


6 


3' flanking + 693 


ttcacttcatttgcagtgag G/A aaaccagctccgagaggtga 


982 


NDUFS8 


7 


3' flanking + 1267 


ttttcccagacgtaaccgcc G/A tcagagcgtggcatggagcc 


983 


NDUFS8 


8 


3' flanking + 1362 


cgctgggttctttcccttac C/T gtggtctcccaggcacttac 


984 


NDUFS8 


9 


3' flanking + 1449 


tgtcagaacaggcctatggc G/A cccaaccacaagtcccccaa 


985 


NDUFS8 


10 


3' flanking + 1572 


cagccccacaggcctgtgct C/A gctgtgtggggcttagggat 


986 


NDUFS8 


11 


3* flanking + (783-784) 


cagagaccttgacccccccc (0) atctaccatcatttccaaaa 


987 


NDUFS8 


1 11 


3* flanking + (783-784) 


cagagaccttgacccccccc atctaccatcatttccaaaa 


988 


NDUFB3 


1 


5* flanking - 1439 


ttaaaagttgacttttttct G/A ccgggcacggtggctcacgc 


989 


NDUFB3 


2 


5' flanking - 1436 


aaagttgacttttttctgcc G/A ggcacggtggctcacgcctg 


990 


NDUFB5 


1 


5' flanking - 213 


ggcggatgaaactctcctac A/C aagaagggccaaaccggccg 


991 


NDUFB5 


2 


intron 1 + 6288 


ggggatgttgattacctagg T/C cagtaaagtaaagaaggcat 


992 


NDUFB5 


I 3 


intron 1 - 1581 


cttctgggccactgtatcct A/G tttctttcccttgttaccct 


993 


NDUFB5 


4 


intron 1 - 1487 


ccctcttagaccgtatatag T/G tctagcataggatctgcaca 


994 


NDUFB5 


1 5 


intron 2 + 556 


ttgtctggaccatctgccac G/A gtagataaagctctgaatca 


995 


NDUFB5 


1 6 


intron 3 + 467 


ggcgccatcgcactccagcc C/T gggcaacagagtgagactct 


996 


NDUFB5 


7 


intron 3 + 497 


agtgagactctgtccccccc C/G caaaaaaaaactataatcct 


997 


NDUFB5 


8 


exon 5 + 397 


atgatagtcctgaaaagata T/C atgaaagaacaatggccgtc 


998 


NDUFB5 


9 


intrion 1 + (231-215) 


attagcatttctaaaaegtt GTT/A attcaccatcccaattaatg 


999 


NDUFB7 


1 


intron 1 + 68 


cctgaacacctggcacccca G/A ggctggcaccccagggctgg 


1000 


NDUFB7 


2 


intron 2 + 266 


gggctctctaggggcctgtt T/C gatggggacagggcaggtgg 


1001 


ABCA1 


1 


5' flanking - 278 


gggcccgggcgggggaaggg G/C acgcagaccgcggaccctaa 


1002 


A6CA1 


2 


5' flanking - 99 


acataaacagaggccgggaa G/C ggggeggggaggagggagag 


1003 


A6CA1 


3 


intron 1 + 159 


gcggtgttaaatggggagac G/T atgtcctagtacgagctctg 


1004 


ABCA1 


4 


intron 1 + 506 


gaattggctatatgctcccc G/C ggactggagcggcacagtcc 


1005 


ABCA1 


5 


intron 1 + 5897 


gtacaaaaccctttagcttt T/G gcaaacctcctttaagaccc 


1006 


ABCA1 


6 


intron 1 + 5929 


ttaagacccgatttaaatgc C/T tccctcctcatgaagctctt 


1007 


ABCA1 


7 


intron 1 + 5962 


aagctcttctggatccactc T/C ttcccatcactaagttgaaa 


1008 


ABCA1 


8 


intron 1 + 5985 


cccatcactaagttgaaagt A/C agatccccttctctttactt 


1009 


ABCA1 


9 


intron 1 + 11416 


ttacagtgccctttatagga G/A agaaagaagaaattgtgtct 


1010 


ABCA1 


10 


intron 1 + 11935 


tctctgtggagcaaatagag G/A gctgtctgacacttggttcc 


1011 


ABCA1 


11 


intron 1 + 12281 


gaatgtttgatttgtgaaaa T/A cttaataacagtagtttttt 


1012 


ABCA1 


12 


intron 1 + 12924 


gtgctgacaatcttatactc T/C aggttgaacctccggggaag 


1013 


A6CA1 


13 


intron 1 + 13002 


gagcctcaatcacagattct C/G tctagctcacatgaagttaa 


1014 


ABCA1 


14 


intron 1 + 17715 


ggagcatgactttgtggaag C/T ctctcctcttccacccagag 


1015 


ABCA1 


15 


intron 1 + 17848 


gagggctgactgtcaccctt T/C gataggagcccagcactaaa 


1016 


ABCA1 


16 


intron 1 + 21384 


gtgggtgggaggaattggag G/C aggaagcttgcctaagtgtg 


1017 


ABCA1 


17 


intron 1 + 22145 


gtagcttctaaatcaacgaa C/G tgattcctggagagcagctt 


1018 


A6CA1 


18 


intron 1 + 23063 


ggaggcacctgtgacaccca G/A cggagtaggggggcggtgtg 


1019 


A6CA1 


19 


intron 1 + 23131 


agtgtgcatatgtgctgacc G/A tgggagcttgtttgtcggtt 


1020 


ABCA1 


20 


intron 2 + 156 


ggacacaggactgtgtggtc T/C ggatatggcatgtggcttat 


1021 


ABCA1 


21 


intron 2 + 384 


gctgtgggtgaagtgagtta A/G tggccccactcttagagatc 


1022 


ABCA1 


22 


intron 2 + 1081 


agtgcagccaaaattgcaaa G/A tcataccattcaaattaata 


1023 


ABCA1 


23 


intron 2 + 2801 


aagaaaagtgatttatttca A/G gttgctgatgcttagattgt 


1024 


ABCA1 


24 


intron 2 + 2830 


tgcttagattgttagagttg C/G aaagatctggcttgcatctt 


1025 


ABCA1 


25 


intron 2 + 2856 


tctggcttgcatcttgtaca A/G ctgacagaactggggctcag 


1026 


ABCA1 


26 


intron 2 + 3187 


tgatagctgttgcctgcagc A/G tacggacgttcattgcgcag 


1027 


ABCA1 


27 


intron 2 + 3190 


tagctgttgcctgcagcata C/T ggacgttcattgcgcagttc 


1028 


ABCA1 


28 


intron 2 + 3194 


tgttgcctgcagcatacgga C/T gttcattgcgcagttcctgt 


1029 


ABCA1 


29 


intron 2 + 3204 


agcatacggacgttcattgc G/A cagttcctgtctcctgagat 


1030 


ABCA1 


30 


intron 2 + 3401 


acataaagcctgtgtgctgc T/C gccaggaagactagaaacgc 


1031 


ABCA1 


31 


intron 2 + 13927 


gtcaccacatacctggcact A/G tgctaaggctgggaatgcag 


1032 


ABCA1 


32 


intron 3 + 4163 


ccagcccacttcatcttacc G/A tagttacctccttagagtat 


1033 


ABCA1 


33 


intron 3 + 4262 


tgtcaaagaggaactaagga T/C gccagggactttctgcttag 


1034 


ABCA1 


34 


intron 3 + 4306 


ccctctcatcacttctccaa C/T gctggtatcatgaaccccat 


1035 


ABCA1 


35 


intron 5 + 240 


gacagaagaaaagtccccag G/A gaagaatactacagacttgg 


1036 


ABCA1 


36 


intron 5 + 490 


gatgggcatttgaacttgtt G/A tctttaaaaagtgaaatctt 


1037 


ABCA1 


37 


intron 5 + 583 


tatctggggagtgggcattt T/G ctgactgaggcattggctgc 


1038 


ABCA1 


38 


intron 5 + 1051 


ggctacaaaactgtgctttc C/T ttgggcagtaaaagaggcaa 


1039 


ABCA1 


39 


intron 5 + 3051 


tagagaacaagtctaattct G/A ttttccttgaaatagtcgaa 


1040 


ABCA1 


40 


intron 5 + 3127 


aagtccatgattttttaggc A/G aaatggcctcctttcctctt 


1041 [ 
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ABCA1 


41 


intron 5 + 5924 


ctttctttcacaaaattgcc C/T cccagagctttctggaaggg 


1042 


ABCA1 


42 


intron 5 + 6831 


ccagtccctcagccttgcca T/C tgcttatgctggtctggaaa 


1043 


ABCA1 


43 


intron 5 + 12678 


gctcaccgctctgctcaccc 6/C accctctggccatctcctct 


1044 


ABCA1 


44 


intron 5 + 14214 


cagcttggtcccagaggcct 6/A gacctgggtcccagaggtcc 


1045 


ABCA1 


45 


intron 5 + 14257 


gctggttccccggcttggtc C/T cagaggcctggatgtgtggc 


1046 


ABCA1 


46 


intron 5 + 18078 


cctaccacaccatgcacgtg C/T acagccaagggttgttgact 


1047 


ABCA1 


47 


intron 5 + 18795 


ctgggctcttcctggacctg G/A ccagctaaaaggaaatctcc 


1048 


ABCA1 


48 


intron 5 + 18948 


gcattggtggtactaagaac G/A catattccctatcctatagg 


1049 


ABCA1 


49 


intron 5 + 19053 


ctcccccaacattaaaagtg T/C aagggatgcttattcaaatg 


1050 


ABCA1 


50 


intron 5 + 19148 


ggcccaagaaactgcatttt C/A gcatgctccctaaatgaagc 


1051 


ABCA1 


51 


intron 5 + 19229 


atgctaacagtgtagagtca C/T atgtgatgggaagcatcagg 


1052 


ABCA1 


52 


intron 5 + 19405 


cttgctcaatttattctgtc T/C atataactcaatattactga 


1053 


ABCA1 


53 


intron 5 + 19534 


catgtgaccctcttagctcc G/A cggattaactcctgtcctca 


1054 


ABCA1 


54 


exon 6 + 474 


gaaaccttctctgggttcct G/A tatcacaacctctctctccc 


1055 


ABCA1 


55 


intron 6 + 210 


gcaacctggcgtcatgggcc A/C gctggttaaaataaaattga 


1056 


ABCA1 


56 


intron 6 + 334 


acagttctgaggcaataacc G/A tggttaagggttattgatct 


1057 


ABCA1 


57 


intron 6 + 2288 


cttctttcaaagcttgtggt C/T cactggaccacgtatgaagt 


1058 


ABCA1 


58 


intron 6 + 2322 


atgaagtagaatagtttagg T/C ccagaaaggcaattaagtaa 


1059 


ABCA1 


59 


intron 6 + 2820 


gtgctttgatacattctgag T/G ttcagtaaagagacctgatg 


1060 


ABCA1 


60 


exon 7 + 656 


tgagctttgtggcctaccaa G/A ggagaaactggctgcagcag 


1061 


ABCA1 


61 


intron 7 + 416 


catcataaagatgacattgt G/A ggctgtcacagttggaaggc 


1062 


ABCA1 


62 


intron 7 + 471 


agaccacactatttagctta C/T ttagtaataacattgcaaag 


1063 


ABCA1 


63 


intron 7 + 504 


ttgcaaagaaaaattccgac G/A aagttttttcagcctaggaa 


1064 


ABCA1 


64 


intron 7 + 679 


gctctggtgaaattcctctc G/C ctaccccaaacatcatcatt 


1065 


ABCA1 


65 


intron 7 + 1740 


acaaatgctcaccctttcag C/T tggaatgattgaaattttgg 


1066 


ABCA1 


66 


intron 7 + 2122 


tgattaaggtggctactacc A/G ggtgctttctgcatatctcg 


1067 


ABCA1 


67 


intron 7 + 7753 


taggaattccaagctgtgaa T/C tttttactgaagctctttgg 


1068 


ABCA1 


68 


intron 7 + 8973 


atggaaatttgtttatattg A/T ctacagattgccaatattat 


1069 


ABCA1 


69 


intron 7 + 8976 


gaaatttgtttatattgact A/G cagattgccaatattattag 


1070 


ABCA1 


70 


intron 7 + 11327 


ctaacaatcttatttccatt G/C agtccttataaaagaagtgg 


1071 


ABCA1 


71 


intron 7 + 11738 


ctgacgtttaagggagaccg C/T gtaggtccctttgaggactg 


1072 


ABCA1 


72 


intron 7 + 12295 


agtctgtaaattattgttct T/A ttttttctttagcttatgct 


1073 


ABCA1 


73 


intron 8 + 387 


tagcaaggccaatcatttta C/G caacacacatgcttgctaac 


1074 


ABCA1 


74 


intron 8 + 697 


ggaactgtctggtgtccccc A/T gcataggaagctgagccagg 


1075 


ABCA1 


75 


intron 8 + 1312 


attgctctgcagatcccctc G/A cagccctctgtcccttgttc 


1076 


ABCA1 


76 


intron 8 + 3036 


ctttatgtgggaagaaattt T/G tttttttgattggggagtgg 


1077 


ABCA1 


77 


intron 8 + 3176 


aaatggcctggttctctgtc C/A cctttctgtctgtatgcctc 


1078 


ABCA1 


78 


intron 8 + 3364 


ggcagaaggcaaagcttagg A/T cctagagagtgctggaccac 


1079 


ABCA1 


79 


intron 8 + 3373 


caaagcttaggacctagaga G/A tgctggaccacgccactcac 


1080 


ABCA1 


80 


intron 8 + 3561 


cagggatttattaatgattt C/A ttgtgaaatgtttggaaata 


1081 


ABCA1 


81 


intron 8 + 3654 


agtgccggaatacatttgca T/C gtaagacagaacgctgcctg 


1082 


ABCA1 


82 


intron 8 + 4715 


ggcagaggggtctcagaatc C/T gcatttccaacaatgtctcc 


1083 


ABCA1 


83 


exon 9 + 936 


cgtattgtctgcgggcatcc C/T gagggaggggggctgaagat 


1084 


ABCA1 


84 


intron 9 + 2309 


cccctcaagagtcagtttaa A/G tgttggtcatgttagttgtc 


1085 


ABCA1 


85 


intron 9 + 2392 


atgggagggcttgtgcttca T/C gaaaacatttttccagatca 


1086 


ABCA1 


86 


intron 10 + 228 


tggggatggggaggactggc A/G cagggctgctgtgatggggt 


1087 


ABCA1 


87 


intron 10 + 319 


ttctgcggtccctggctccc C/T acctgactccaggtgaacaa 


1088 


ABCA1 


88 


intron 11 + 377 


gaaagaagtgtgggagcaaa A/C gcatgatgttacatgtagac 


1089 


ABCA1 


89 


intron 11 + 521 


agtgctctagagacaattgg G/A ttcaaatgtggagcaggctg 


1090 


ABCA1 


90 


intron 11 + 2850 


ctctatacaatcattatgct G/C ccattgaaataataaataca 


1091 


ABCA1 


91 


intron 11 + 2976 


ctccaattcggtagaaccag A/G gcttcatcttctctgtcgaa 


1092 


ABCA1 


92 


intron 11 + 3056 


gtttgcagctgctgtttttc C/T ggcagcacatctgtgcaggc 


1093 


ABCA1 


93 


intron 12 + 340 


ggcattatttgtgaaactta T/C ctaaaatcgaattcgggtcc 


1094 


ABCA1 


94 


intron 12 + 381 


aattaaatttttgaaatttt A/G tattaaaaattatattagta 


1095 


ABCA1 


95 


intron 14 + 1728 


caggctcagaggccttggcc C/T atcaccctggctcacgtgtg 


1096 


ABCA1 


96 


exon 15 + 2040 


atgggcctggacaacagcat C/A ctctggtttagctggttcat 


1097 


ABCA1 


97 


intron 15 + 1382 


cttttagacagaaaagttac G/A tgggatattatctcccacag 


1098 


ABCA1 


98 


intron 15 + 1453 


tatataaggagaaaccagtt G/A aaattacctattgaagaaac 


1099 


ABCA1 


99 


intron 15 + 1567 


ttctgcgtagttttgggtaa G/A tcacttatcttctttaggat 


1100 


ABCA1 


100 


intron 15 + 1617 


cagttgcctcatcagaaaga T/A gaacagcattacgcctctgc 


1101 


ABCA1 


101 


intron 16+95 


agttgagaacagaagatgat T/A gtcttttccaatgggacatg 


1102 


ABCA1 


102 


intron 16 + 452 


tggtgttttgcttgagtaat G/A ttttctgaactaagcacaac 


1103 i 


ABCA1 


103 


intron 16 + 657 


ctgttgcctcagtctgggct T/C cataggcatcagcagcccca 


1104 


ABCA1 


104 


exon 17 + 2473 


gcttcaatctcaccacttcg G/A tctccatgatgctgtttgac 


1105 


ABCA1 


105 


exon 18 + 2649 


ggttccaaccagaagagaat A/G tcagaaagtaagtgctgttg 


1106 I 


ABCA1 


106 


intron 18 + 1730 


tgaaagttcaagcgcagtgc C/G ctgtgtccttacactccact 


1107 


ABCA1 


107 


intron 19 + 426 


aggaccttacagtgggtagt A/G tcaggaggggtcaggggctg 


1108 


ABCA1 


108 


intron 19 + 468 


aaagcaccagcgttagcctc A/G gtggcttccagcacgattcc 


1109 


ABCA1 


109 


intron 20 + 876 


ccctcctcatctaaagtgaa C/T acatggggctcatgtgcagg 


1110 


ABCA1 


110 


intron 22 + 118 


catgggatactcttctgtta T/G cacagaagagataaagggca 


1111 


ABCA1 


111 


intron 22 + 560 


aaagctttgccattctaggg G/A tcatagccatacagggtgaa 


1112 


ABCA1 


112 


intron 23 + 102 


accccttttgccatgttgaa A/G ccaccatctccctgctctgt 


1113 


ABCA1 


113 


intron 23 + 287 


gtcaaagaaaagagacttgt C/T aagaggtaagagccttggct 


1114 


ABCA1 


114 


intron 23 + 1063 


acctttcaccctcaggaagc G/A aggctgttcacacggcacac 


1115 


ABCA1 


115 


intron 25 + 321 


ctctttacttaagtacagtg T/G gaggaacagcggcatcagga 


1116 


ABCA1 


116 


intron 25 + 376 


gttagaaattcagcaacttg G/C gcccagctcagacctactga 


1117 


ABCA1 


117 


intron 25 + 478 


catacataggaaatgacaaa C/T gtttatggatggatagtcta 


1118 


ABCA1 


118 


intron 25 + 579 


tcatttaattctcaaaaaaa G/T atgaaaaaatgaacactcag 


1119 


ABCA1 


119 


intron 27 + 153 


aatggtaaaagccacttgtt C/T tttgcagcatcgtgcatgtg 


1120 


ABCA1 


120 


intron 28 + 1058 


actatcatgggagataatga C/T tatggttgtccatgattgga i 


1121 


ABCA1 


121 


intron 28 + 1317 


caggacccagtgttctgagt C/T accctgaatgtgagcactat [ 


1122 


ABCA1 


122 


intron 30 + 372 


tatatgatttttaggttttg T/C ttatcagcttcttcgctttt j 


1123 


ABCA1 


123 


intron 30 + 506 


ccttttaaaaagtaagcagt A/G gataaataaattcagtgaag 


1124 


ABCA1 


124 


intron 30 + 1033 


ctggatttcatggtgccttt G/C attttccacatgaaggttgt 


1125 


ABCA1 


125 


exon 31 + 4281 


tcttccctttgcagagacac G/A ccctgccaggcaggggagga 


1126 


ABCA1 


126 


intron 33 + 626 


ggctccttgttactgatttc C/T gtcttttctctctgcctttt 


1127 


ABCA1 


127 


intron 33 + 719 


taatagccctcatgctagaa G/A ggagccggagcctgtgtata 


1128 
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ABCA1 


128 


intron 33 + 726 


cctcatgctagaagggagcc G/A gagcctgtgtataaggccag 


1129 


ABCA1 


129 


intron 33 + 889 


ctttcctcaatgtctcagct A/G tctaactgtgtgtgtaatca 


1130 | 


ABCA1 


130 


intron 33 + 1097 


ctgtgcaccccactgtctgg G/C ttttaatgtcaggctgttct 


1131 i 


ABCA1 


131 


exon 35 + 4760 


tatgacaggactggacacca G/A aaataatgtcaaggtaaacc 


1132 | 


ABCA1 


132 


intron 35 + 234 


aacctatctaaacctcagtt T/C cctcatctgtgaaatggaga 


1133 ! 


ABC At 


133 


intron 37 + 411 


aactctgtacattttatcag C/T agcttatccatccattgcaa 


1134 I 


ABCA1 


134 


intron 37 + 1224 


caggcataggtgattcagag A/G tgaaaggtcaagtccctgaa 


1135 ! 


ABCA1 


135 


intron 37 + 1720 


aaattaaaattactctgact G/T ggaatccatcgttcagtaag 


1136 


ABCA1 


136 


intron 40 + 251 


tgaaggtaaggaaaatagtg T/G tatttgcttggatccactgg 


1137 i 


ABC At 


137 


intron 40 + 252 


gaaggtaaggaaaatagtgt T/C atttgcttggatccactggc 


1138 ! 


ABCA1 


138 


intron40 + 319 


agcactggaaaagtcaaacc A/G taactttgagaattaggtga 


1139 1 


ABCA1 


! 139 


intron 40 + 957 


cttgttactcttttttcctt G/C tcatgggtgatagccatttg 


1140 


ABCA1 


140 


intron 41 + 146 


tgatgtgggcatcccgcagc C/T ccctccctgcccatcctgga 


1141 


ABCA1 


141 


intron 42 + 239 


cattggttttatatgcttac A/C tttatgtgttagttattaaa 


1142 1 


ABCA1 


142 


intron 42 + 321 


aataaatggttgattttgag T/A ttgagtttcatagtccaaaa 


1143 1 


ABCA1 


143 


intron 42 + 322 


ataaatggttgattttgagt T/C tgagtttcatagtccaaaaa 


1144 


ABCA1 


144 


intron 42 + 533 


agatgaaaaattatgtagat G/A ataatgaatgatacggttct 


1145 


ABCA1 


145 


intron 42 + 546 


tgtagatgataatgaatgat A/G cggttctaaaaagacaggtt 


1146 


ABCA1 


146 


intron 43 + 739 


tacagccacacttaaaatgg T/A cccattatgaaatacatatt 


1147 


ABCA1 


147 


intron 44+18 


taggtgagaaaagaagtggc T/C tgtattttgctgcaaagact 


1148 


ABCA1 


148 


intron 44 + 264 


acaatataatttgcttgttt T/C ttaagagtataatttagtga 


1149 


ABCA1 


149 


intron 44 + 279 


tgttttttaagagtataatt T/C agtgatttttggtaaattga 


1150 


ABCA1 


150 


intron 44 + 508 


tttacattgctacataaaat C/T cccctatgtacatgtaccta 


1151 


ABCA1 


151 


intron 44 + 1477 


gatctcctctcctgtctctt A/T catttttgcagtagcaatgt 


1152 


ABCA1 


152 


intron 44 + 1665 


tggttgtaagaactgatttg G/A ttggtatagctgtgagggcc 


1153 


ABCA1 


153 


intron 44 + 1956 


gtgttgctcacactcaaaat T/G tctgggccttctcatttggt 


1154 


ABCA1 


154 


intron 45 + 68 


aatatataccttatggcttt T/C ccacacgcattgacttcagg 


1155 


ABCA1 


155 


intron 46 + 608 


ttatactgacttcaatagag G/C tttcagacaaaaagttgttt 


1156 


ABCA1 


156 


intron 47 + 336 


ttcacaattgtaaacaccac T/C acactgaacagcatcatccc 


1157 


ABCA1 


157 


intron 49 + 55 


agggtgtggattcctgcccc G/C acactcccgcccataggtcc 


1158 


ABCA1 


158 


3' UTRCexon 50) +7949 


aacaaaaatgtgggtgtctc C/T aggcacgggaaacttggttc 


1159 


ABCA1 


159 


3* UTRCexon 50) +8226 


aggagcccactgtaacaata C/T tgggcagccttttttttttt 


1160 


ABCA1 


160 


3' UTR(exon 50) +8682 


aacttcttccactttttcca G/A aatttgaatattaacgctaa 


1161 


ABCA1 


161 


3' UTR(exon 50) +8697 


ttccagaatttgaatattaa C/T gctaaaggtgtaagacttca 


1162 


ABCA1 


162 


3" UTRCexon 50) +9097 


aactattttgaagaaaacac A/G acattttaatacagattgaa 


1163 


ABCA1 


163 


5* flanking - (1033-1032 ) 


tgacttaaatatttagacat (AT) ggtgtgtaggcctgcattcc 


1164 


ABCA1 


163 


5' flanking - (1033-1032 ) 


tgacttaaatatttagacat ggtgtgtaggcctgcattcc 


1165 


ABCA1 


164 


intron 5 + 6368 


ttctgatggggttgttgctg C/A tgagaatcatgactgggtgg 


1166 


ABCA1 


165 


intron 5 + 9709 


cattttctgtctgaaccccc T/A cacccattcaggcagctgct 


1167 


ABCA1 


166 


intron 5 + 13816 


tccctacttctccttttttt T/A catttgcctcctccacccac 


1168 


ABCA1 


167 


intron 10 + (270-271) 


cttttcagggaggagccaaa (G) cgctcattgtctgtgcttct 


1169 


ABCA1 


167 


intron 10 + (270-271) 


cttttcagggaggagccaaa cgctcattgtctgtgcttct 


1170 


ABCA1 


168 


intron 20 + (611-612) 


tttagcccatcctctccccc (C) gccaccctccttattgaggc 


1171 


ABCA1 


168 


intron 20 + (611-612) 


tttagcccatcctctccccc gccaccctccttattgaggc 


1172 


ABCA1 


169 


intron 32 + (391-392) 


gagtgccttgggtactctct (T) gatgggggactccatgataa 


1173 


ABCA1 


169 


intron 32 + (391-392) 


gagtgccttgggtactctct gatgggggactccatgataa 


1174 


ABCA1 


170 


intron 37 + 847 


gctgtatattgtgaatgtcc C/A gttttcaaaagcaaagccaa 


1175 


COMT 


1 


5' flanking - 1287 


cgtatgatattccccattct G/A agtccagaatacctagaaat 


1176 


COMT 


2 


5' flanking - 1217 


tgtgagtatgggaaggggaa G/A cttttctgtctgttgtcccc 


1177 \ 


COMT 


3 


5' flanking - 503 


caggggctccaggaggacga G/A tgtgtatcctcccattgctc 


1178 


COMT 


4 


5* flanking - 425 


gagaagttgggaagtctggc C/T agtggggccggtgcctggtg 


1179 


COMT 


5 


5' flanking - 277 


cccagccccagtttccccac C/T tgggaagggggctacttgtg 


1180 


COMT 


6 


intronl + 12058 


ctggcccatggaagggaggg G/A agggggccccgacggggcca 


1181 


COMT 


7 


intronl + 12070 


agggaggggagggggccccg A/G cggggccacagtaaaggagt 


1182 


COMT 


8 


intronl + 18831 


tgtgtatgttcttggtaaac C/T agcccttggtcttacacatc 


1183 


COMT 


9 


intron2 + 832 


cctctcctttggccacccgt G/C actacccccaactccgggcc 


1184 


COMT 


10 


intron3 + 90 


ggagaagctgttatcacccc A/G tttccagggggctgggaacc 


1185 


COMT 


1 1 


intron3 + 425 


ccccaaggtgggcggttcgg T/G gattcagagagggcagctct 


1186 


COMT 


12 


intron3 + 671 


ggctcctgctctttgggaga G/A gtggggggccgtgcctgggg 


1187 


COMT 


13 


intron3 + 676 


ctgctctttgggagaggtgg G/T gggccgtgcctggggatcca 


1188 


COMT 


14 


intron5 + 75 


tcagcctcagcctctccaaa G/C agccaggcattccagtagag i 


1189 


COMT 


15 


intron5 + 310 


accagacaccagggcagaaa C/T ggcacaggaccaaggagatg 


1190 


COMT 


16 


intronS + 346 


agatggggtggggaagggcc G/A ctctgggcccagcctgctct ! 


1191 


COMT 


17 


intronS + 3023 


aaggcagccgccctgctcaa G/A gcctaggccattgtcctcct 


1192 


HNMT 


1 


5'f lanking - 211 


cagaggcagatgacagtctt C/T cgttaaagatttcactgctg 


1193 


HNMT 


2 


intronl + 5409 


aatataactgatataattgg A/G acatttcatgttggcctagt 


1194 


HNMT 


3 [ 


intron2 + 2561 


cacttgtgcttggacaagaa A/G agaaggcctacaagaaaaag 


1195 


HNMT 


4 ! 


intron2 + 2895 


caatcagaaatgtaagaaaa A/C ctccaagaaaaatttaagtt 


1196 


HNMT 


5 i 


intron2 + 3977 


accaaacttggaagtgtaaa G/A ttatgcatgtatgttcatgt 


1197 


HNMT 


6 


intron2 + 5296 


ttaacatagtgagtttggag T/C cccaggattttattttcctt 


1198 


HNMT 


7 


intron2 + 13317 


caaccctcatgaattcttag C/T tgggatgggtccctataaca 


1199 


HNMT 


8 


intron2 + 14682 


gtagatgagcaaatgagttc A/ A ggagagatttaaatacccta ! 


1200 


HNMT 


9 


intron2 + 15406 


gtctatgcattcatgcatcc G/A tctaaccagctgtctaccta 


1201 


HNMT 


10 


intron2 + 28943 


atgtgacttaaacttcaggt A/G tatcaatatcccttgaatgt 


1202 


HNMT 


1 1 


intron4 + 49 


cagaaagaagacttttcaga A/G tatatatataatgaatatct 


1203 


HNMT 


12 


intron4 + (1942-1943) 


tttgagaaaaatttaaggta (A) tcttctatggcccacttcca 


1204 


HNMT 


12 


intron4 + (1942-1943) 


tttgagaaaaatttaaggta tcttctatggcccacttcca 


1205 


HNMT 


13 


intron4 + 2405 


ccctgtgaccaagcagataa C/A ctcatgctttatttagtcca 


1206 


HNMT 


14 


intron5 + (80-81) 


cctgtgtttgaaagaagctt (TT) atatattttgtcttcattat 


1207 


HNMT 


14 


intronS + (80-81) 


cctgtgtttgaaagaagctt atatattttgtcttcattat 


1208 


HNMT 


15 


intron5 + 235 


ctttcttttgggaaaatatg T/C ctttgtcttctatatatgaa 


1209 


HNMT 


16 


intronS + (702-703) 


tacttacaggttgattttag (AT) acacagcagactctgtcttc 


1210 


HNMT 


16 


intron5 + (702-703) 


tacttacaggttgattttag acacagcagactctgtcttc 


1211 


HNMT 


17 


intron5 + 749 


ttacaccagaccccatactt T/G aacaccatatgtcacaaaat 


1212 


HNMT 


18 


intronS + 1101 


gtaggcagcctattcttgat T/G atattcatcaatcatacaga 


1213 


HNMT 


19 


intronS + 1137 


acagaaaaagtattgtagac G/A gaaataacaattcattgaga 


1214 


HNMT 


20 


intron5 + 1348 


aagggagcatgaatagtcca C/G aagtaactgagaactgatta 


1215 
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HNMT 


21 


intron5 + 1673 


caaaagaaagggagtaaaga C/G tcaacaatcagttagctttt 


1216 


HNMT 


22 


intron5 + 2022 


attttatttggggctttcta C/T gtctctctctcctaagccta 


1217 


HNMT 


23 


intron5 + 2285 


tgtcatacttaactcttaaa G/C atccagagtaaatgatggag 


1218 


HNMT 


24 


intron5+4159 


taccagttgacccagcaacc C/T tcttatagagtagtttaaat 


1219 


HNMT 


25 


intron5 + 4501 


aatgatccacaaaattacta C/G tcattgttttctttcaatga 


1220 


HNMT 


26 


intron5 + 5251 


cacacacacacacacacaca C/G caaatggaagcagccagaca 


1221 


HNMT 


27 


intron5 + 5802 


gaaaaagaaaatctggctta C/T atcatgttgaaaacaaaagt 


1222 


HNMT 


28 


intron5 + 6189 


tccaattccaccttctccta G/C. agcatatcctgcagttacct 


1223 


HNMT 


29 


intron5 + 6297 


gtcttggttcatctcttgag T/A taaattagatctgggaactt 


1224 


HNMT 


30 


3' flanking + 458 


tatgtcactctcaagaactc C/T tataagaccaagagtcatct 


1225 


HNMT 


31 


3" flanking + 993 


ctgaaaatgaacactgaacc G/A ttaatcatactgatatgtac 


1226 


HNMT 


32 


3' flanking + 1793 


gtggagcacagcattttagg G/A cttgatatttgcttattata 


1227 


GAMT 


3 


intronS +1411 


ggtgacctggtgccatcccc G/A accaggagacgcaggtgccc 


1228 


PNMT 


2 


intronl + 35 


ctgaggcacgagggacaaga G/T gtcgtcggggagtgaaagca 


1229 


CYP1A1 


1 


intron 1+1590 


ccactcttcaaaaggaggta C/T atgtgacagcagctggaaat 


1230 


CYP1A1 


2 


exon2+160 


gaatccaccagggccatggg G/A ctggcctctgattgggcaca 


1231 


CYP1A2 


1 


5' f lanking-731 


gcctgggctaggtgtagggg T/G cctgagttccgggctttgct 


1232 


CYP1A2 


2 


intronl+371 


cttccctgtgttcacactaa C/T cttttccttctttgaaattg 


1233 


CYP1A2 


3 


intron3+44 


atagccaggagaagccttga G/A acccaggttgtttgttcagt 


1234 


CYP1A2 


4 


intron5+81 


tccctgctaggaactgttta T/C ataatgaaaggaggggacct 


1235 


CYP1A2 


5 


exon6+181 


ctggccatcctgctacagca A/T ctggagttcagcgtgccgcc 


1236 


CYP1A2 


6 


exon6+295 


cggctgcgcttctccatcaa C/T tgaagaagacaccaccattc 


1237 


CYP1B1 


1 


5' f 1 ank i ng-3669 


tgtatcctgtgaagcatcac G/A gttatccttctctgcacatg 


1238 


CYP1B1 


2 


5* f lank ing-3 149 


tgacagcacttaccaaccta G/C ttcctctgatttttgagtca 


1239 


CYP1B1 


3 


5'flanking-1222 


gggggaagccacccccgccc G/A agcgcctccggcttccctta 


1240 


CYP1B1 


4 


5" f lanking-376 


ttccgggaagcaagctcaag T/C cgcggagagggaagggaggt 


1241 


CYP1B1 


5 


5" f lanking-265 


ctggggacaccgtgcggcct C/T gattggaggtggctgtgatg 


1242 


CYP1B1 


6 


intronl+129 


tgcccgcagcgttgtcccca G/A attgcaggaaccgttacgcg 


1243 


CYP1B1 


7 


intronl+379 


tgagtgtcacgccttctcct C/T tctgtccccagcatgggcac 


1244 


CYP1B1 


8 


exon3+ (799-800) 


agcttctgggagattttttt (T) gagtcaaagacttaaagggc 


1245 


CYP1B1 


8 


exon3+ (799-800) 


agcttctgggagattttttt gagtcaaagacttaaagggc 


1246 


CYP1B1 


9 


exon3+1284 


agtatagtggggttccatga G/T ttatcatgaattttaaagta 


1247 


CYP1B1 


! 10 


3" f 1 ank i ng+2226 


tttctttttctttttttttt T/A aaaatttattcctatttcct 


1248 


CYP1B1 


11 


3* flank ing+ (2226-2227) 


ttctttttcttttttttttt (T) aaaatttattcctatttcct 


1249 


CYP1B1 


11 


3' flanking* (2226-2227) 


ttctttttcttttttttttt aaaatttattcctatttcct 


1250 


CYP1B1 


12 


3* f lanking+2230 


tttttctttttttttttaaa A/A tttattcctatttccttaca 


1251 


PEMT 


90 


intronl + (297-299) 


attgtgtgagactcagaggt TGT/A ccgtgttagtctttgggatt 


1252 


PEMT 


91 


intronl +817 


tcatgaagcctgtaaggcac A/G tctctgccccaagcagcttc 


1253 


PEMT 


92 


intronl + 830 


aaggcacatctctgccccaa G/A cagcttctaatccagttctt 


1254 


PEMT 


93 


intronl + 1035 


gagttctctgaaggagctaa T/C accagttagtgttttgaaga 


1255 


PEMT 


94 


intronl + 1573 


agtgggcaggggagactaac C/T gggtgtgtgaggggtgggct 


1256 


PEMT 


95 


intronl + 1759 


gatttttcttaaagaaagaa A/G gaaagaaacatacaacatac 


1257 


PEMT 


96 


intronl + 2768 


gcatcttgctgtccacaggc C/A ggggcacctccaggattcag 


1258 


PEMT 


97 


intronl + 2785 


ggccggggcacctccaggat T/C cagaagatgactccagtagg 


1259 


PEMT 


98 


tntron2 + 4598 


ccgtgggttttttttttttt T/A cttcatttctttggttgctg 


1260 


NAT2 


21 


exon2 + 288 


atgttaggagggtattttta C/T atccctccagttaacaaata 


1261 


NAT 2 


22 


5' flank - 2053 


ctggattgcaacattttaat T/C ccaggtgtcaggtttccaac 


1262 


NAT 2 


23 


5' flank - 1299 


gaatcaccagtgcgggaggt A/G taacagtgaacccaagacac 


1263 


NAT 2 


24 


5' flank - 1145 


ctgtagaacacaaggatatt C/T ggaggcagtttgtacatgcc 


1264 


NAT 2 


25 


5' flank - 1036 


ccttcccacagagtcccgag T/A tcatgtggcagcatgccaga 


1265 


NAT 2 


26 


5' flank - 94 


aaagatttgctaagagattc G/A cagaggcaacctgaggccct 


1266 


NAT2 


27 


5' flank - 643 


atgtttatattttatattaa T/C attaatgtaaataaaaattt 


1267 


AADA 


1 


5' UTR + 29 


attaaagtacactattcagg C/T atatcatgtaggtttacttt 


1268 


AADA 


2 


intronl+138 


gctgtggcctttgacaatgt G/A ttacttagaaatgttgtttg 


1269 


AADA 


3 


intron1+142 


tggcctttgacaatgtgtta C/T ttagaaatgttgtttgtttt 


1270 


AADA 


4 


intronl+1033 


ttccagcagagacaccaaca A/G gtaaaaacaccccagctaca 


1271 


AADA 


5 


intronl + 1253 


tttttttccctcatatttgc T/C gtctgtgctacaatatgtga 


1272 


AADA 


6 


intronl +1366 


ctctggtagccttttaatta A/G ttaattcattcatttactta 


1273 


AADA 


7 


intronl+1369 


tggtagccttttaattaatt A/C attcattcatttacttacat 


1274 


AADA 


8 


intronl+2501 


ggttacagaaagaatggtgg C/A ttggccaaaaaatgatatgg 


1275 


AADA 


9 


intron2+1971 


aaatgagagttaagtaggag A/C attttcttttatttttgtgc 


1276 


AADA 


10 


intron2+1988 


gagaattttcttttattttt A/G tgcaggagaaatataaacaa 


1277 


AADA 


11 


intron2+2341 


aggtgccttttctattgtcc C/T atgcagacttaggtgatcct 


1278 


AADA 


12 


intron2+2546 


gtctgacacagaaggatcaa T/A ggcaaaatgtgcaagacaaa 


1279 


AADA 


13 


intron2+2609 


taggaggttcactgggaaac T/C tgaattccactgagtcatga 


1280 


AADA 


14 


intron2+2663 


tataaatacagtgttaaatt T/C gtctctcgtattttaaggta 


1281 


AADA 


15 


intron4 + 605 


tgtgtcagtaaaatattata T/C taagtaggtgaatgagatca 


1282 


AADA 


16 


intron4 + 621 


tatattaagtaggtgaatga G/T atcatgtaattgtgagacta 


1283 


AADA 


17 


intron4 + 679 


ttagagattcagacgaattc A/G tataatcttcgatggtgtat 


1284 


AADA 


18 


intron4+1680 


gttaaaatgtggataaatac C/T acaatttgcaaaatatttgg 


1285 


AADA 


19 


intron4+1748 


atttagaagttctatacatc T/C tttatagtatattacacact 


1286 


AADA 


20 


intron4+1771 


tatagtatattacacacttc G/A aaaacacaaaattatttttt 


1287 


AADA 


21 


exonS + 238 


caagtcatctcttcaaattt A/G ttaattggagttccctgctc 


1288 


AADA 


22 


3' UTR + 121 


ttagaaattggtctttctta A/G aatggtctagttaagttcca 


1289 


NTE 


1 


5' flanking - 535 


cacgatctgtcctccgattc C/T tgttaactctagactttctg 


1290 


NTE 


2 


5' flanking - 15 


gtaaatccccggcaaaaacc A/G gcagcgccttgcaagcccac 


1291 


NTE 


3 


5' flanking - 748 


agcatggcgcggggaggagg G/T gtgggagggtcgggagggac 


1292 


NTE 


4 


5' flanking - 690 


tgaataatttaaaggggccg T/C gcctgcggagccgggcggaa 


1293 


NTE 


5 


intron6 + 605 


tcttgccatatacttagtgg A/G ggggtctacatcaggggttt 


1294 


NTE 


6 


intron6 + 748 


agcctccagcctctcttctc C/T gggggttatctcaggcatct 


1295 


NTE 


7 


intron6 + 987 


ggtgctggctctgggatccc C/T gtgcgtcatgtagtctacct 


1296 


NTE 


8 


intron6 + 1882 


tggcctcaagcaatcctccc G/A cctcggcctcccaaagtgct 


1297 


NTE 


9 


intron6 + 2222 


gaatgtttatgtagaacaga G/A agactgtatctgcggtcttc 


1298 


NTE 


10 


intronl 2 + 166 


tatctggtaccgaggaagct C/G tggcctcgtccccaagggcc 


1299 


NTE 


11 


intron13 + 69 


atccaggtccaccgcctgcc C/T gtcttgattgttttaatctg 


1300 


NTE 


12 


intron14 + 8 


agcccccgctcgggtaaggc C/T tgggaccctgcccggtggtg 


1301 


NTE 


13 


intron16 - 113 


gccaccgcgccctgcgcctt T/C atatttttcttaacccttcc 


1302 
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NTE 


14 


intron21 + 34 


agagccggccggcccagagc A/G tgctgggagatgtagtccgg 


1303 


NTE 


15 


intron21 + 128 


gaagaaatcgtgcccctgag G/A gtttcaaaccctaagtagga 


1304 


NTE 


16 


intron21 + 151 


ttcaaaccctaagtaggacc C/G aggtgcagagcattctgggg 


1305 


NTE 


17 


intron21 + 651 


ccactgtactccagccggga C/T gacagagctagaacctgttt 


1306 


NTE 


18 


intron21 + 737 


tggaaaatagtctgtggatt G/T ttgtttaggactctgggcac 


1307 


NTE 


19 


intron21 + 1752 


acagctggtctaggctgtta G/C tggagaaactgggaagcaac 


1308 


NTE 


20 


intron21 + 1788 


gaagcaacagctgggtcaaa A/A gtagcttttcttttcttggc 


1309 


NTE 


21 


intron21 + 1907 


cactgcaacctctgcctccc A/G ggttcaagtgattctcctgc 


1310 


NTE 


22 


intron21 + 2065 


ctgcctcgttttatgttcag G/T tcccccattagacagaggaa 


1311 


NTE 


23 


intron21 + 2336 


agtctgggagcacaggagca G/A gaatttcagataaggaggaa 


1312 


NTE 


24 


intron23 + 41 


tggggagggtggtgggtggg G/C ctggagcctcaaattctttc 


1313 


NTE 


25 


intron23 + 71 


caaattctttcagacctgag T/C tcaagttctcggcttccaac 


1314 


NTE 


26 


intron23 + 81 


cagacctgagttcaagttct C/T ggcttccaaccacggagcct 


1315 


NTE 


27 


intron24 + 150 


gtggggcggctggtgacctc A/C gccgtccgtattccgcagct 


1316 


NTE 


28 


intron29 + 37 


gcctgcagcaaccgctgacg T/C cacgtggggttggggggatg 


1317 


NTE 


29 


intron29 + 370 


cgtcccaggtcagcgagccc G/A tcgggccggctgggcctccg 


1318 


NTE 


30 


intron30 + 56 


acctcccgcaccacacacac G/A cacacgcgtgggcacacaca 


1319 


NTE 


31 


intron30 + 358 


aaaaatacaaaaaattaacc A/G ggctggtggggtgtgcctgt 


1320 


NTE 


32 


intron30 + 372 


ttaaccaggctggtggggtg T/C gcctgtaatcccagctactc 


1321 


NTE 


33 


intron30 + 430 


aaatcacttgaacctgggag G/T tggaggttgcagtgagctga 


1322 


NTE 


34 


intron30 + 655 


gtgtgcacaccagctatata T/C gcaaatgctttctctcaggg 


1323 


NTE 


35 


intron30 + 659 


gcacaccagctatatatgca A/C atgctttctctcaggggcag 


1324 


NTE 


36 


intron30 + 760 


tgaaatagggcatttgccaa C/T gcatgccagtctgtcccgtt 


1325 


NTE 


37 


intron30 + 835 


gcacacacgtagataggatg T/C ggcacctctgaccgagttaa 


1326 


NTE 


38 


intron31 + 40 


tggtgcctgcataggtggtc T/C ggctaagctttgctacttaa 


1327 


NTE 


39 


intron31 + 41 


ggtgcctgcataggtggtct G/A gctaagctttgctacttaaa 


1328 


NTE 


40 


intron31 + 1329 


gtctgtcaagggcaggacag G/A ggatgtgtaggcgagtgtgc 


1329 


NTE 


41 


intron35 + 31 


aatggcttcctgtcgttttc G/A gactggggacccaccttctg 


1330 


DDOST 


8 


intron2 + 1299 


atcttctgatgactgggctt C/T ggtgcagtaactggtgtttg 


1331 


DDOST 


9 


intron2 + 1581 


gatactgttggtgggagaaa T/C gacagagagtgtaaaacagt 


1332 


DDOST 


10 


intron2 + 2822 


gtttctcaacaggtgcattc T/G tgacgtttcagactggataa 


1333 


DDOST 


11 


intron2 + 3392 


cagaaggcgtggaggcctgc C/T gcgcctccctctgttgctgc 


1334 | 


DDOST 


12 


intronS + 495 


attgcttgaacccaggaggc G/A gaggttgcagtgagccaagg 


1335 


DDOST 


13 


intron6 + 226 


ggaactgcttgggtcacagc C/T tcgttttgttcccagtatcc 


1336 


DDOST 


14 


intron8 + 303 


aagagaaataggtcattagg A/T tgaatttgttaggcaagaga 


1337 


DDOST 


15 


3' flanking + 40 


cacagcgtggagacggggca G/A ggaggggggttattaggatt 


1338 


MRP2 


1 


exon 1 + 77 


catattaatagaagagtctt C/T gttccagacgcagtccagga 


1339 


MRP2 


2 


intron2+192 


atcaaagtggctttgatttt T/G gcataagaatggtgactctt 


1340 


MRP2 


3 


intron 1+413 


gataagttctagaactggca A/C ctaatgatatggactagaag 


1341 


MRP2 


4 


intron2+3639 


gtcatatcccacccccaaat C/A gacccaataggtacaatgaa 


1342 


MRP2 


5 


intron2+3989 


agttatgaaaccgatttttc C/T gggactggttgttctagtct 


1343 


MRP2 


6 


intron2+4078 


aggtttccagatgtgttccc T/C aggcattcctggtggtagga 


1344 


MRP2 


7 


intron2+4171 


cttattctttggtcagttgg C/T tttctaccacctcttagctt 


1345 


MRP2 


8 


intron 2 + 5373 


gttaaggatatgtgaactca A/G aatttttatacacagtgcaa 


1346 


MRP2 


9 


intron2+4436 


ggactagtggaagaattaga C/G ctttcctgaataaatagatc 


1347 


MRP2 


10 


intron 2 + 3930 


aaaactggcaggagaatttc A/G ctggagctgcatgcaggact 


1348 


HRP2 


11 


intron 2 + 4257 


gggtattggaaagttcttgc G/A gctgctggaggctgcggtgt 


1349 


HRP2 


12 


intron 3 + 772 


ggtataaggcaagatttttt A/T aaaaaattaattgcttaatc 


1350 


MRP2 


13 


intron 7 + 1658 


ggactcttaccagcttagtt G/T cctggttttctaatctaaaa 


1351 


MRP2 


14 


exon 10 + 40 


tggccaggaaggagtacacc G/A ttggagaaacagtgaacctg 


1352 


MRP2 


15 


intron 11 + 1672 


aactttttaagtcttaagac T/A ggaaggcctgtgtcctaggc 


1353 


MRP2 


16 


intron 12 + 148 


ccctctcaccgccccatgcc A/G cttttcctcctttgtaccat 


1354 


MRP2 


17 


intron 2 + 1020 


agtgctgcgattacaagcct G/C agccacctgcacagcctctg 


1355 


MRP2 


18 


intron 2 + 5227 


taccataatttatgtgtcct A/G tatgacatgaatttcattgg 


1356 


MRP2 


19 


intron 2 + 5373 


gttaaggatatgtgaactca A/G aatttttatacacagtgcaa 


1357 


MRP2 


20 


intron 2 + 5538 


ttaatgaggttaagcacatg G/T tcatatgtttaaaagccttt 


1358 


MRP2 


21 


intron 13+180 


catgagttttctgagcccca G/C tttatctaactataaaatga 


1359 


MRP2 


22 


intron 13 + 1497 


gtgcagggtccccctgatgc T/C atagccagttcctctttaga 


1360 1 


MRP2 


23 


intron 15 + 169 


atgagctgaaagcaaaggtt T/C tcagccccttcccctgataa 


1361 i 


MRP2 


24 


intron 15 + 949 


ttccaggtgacacatttagt A/G cctaatttgggaaatgttaa 


1362 


MRP2 


25 


intron 15 + 984 


tgttaatctagtccaatccc A/C ttagtaagaaaggaggggtc 


1363 


MRP2 


26 


intron 16 + 4059 


catcctgatgcacagttatt C/T aaatttaagctccatttgtt 


1364 


MRP2 


27 


intron 19 + 10899 


atgtatggagtatttatgga G/A taaagtattccatgctgtat 


1365 


MRP2 


28 


exon 22 + 51 


caagcaataggattgttttc G/A atattcttcatcatccttgc 


1366 


MRP2 


29 


intron23+56 


tatactgaggatctttctga C/T agggaggaattattatgtcc 


1367 


MRP2 


30 


intron 23 + 734 


tgagccaactactgtactag G/A cactggggcactcaatgaat 


1368 


MRP2 


31 


intron 23 + 801 


atgggccagacccaactcac T/G gattttttagtgtatctgag 


1369 


MRP2 


32 


intron 27 + 124 


gggtccctaaagtttccttt C/G ctctaactcaaaggacctaa 


1370 


MRP2 


33 


exon 28 + 52 


cagattggcccagcaaaggc A/C agatccagtttaacaactac 


1371 I 


MRP2 


34 


exon 28 + 84 


aacaactaccaagtgcggta C/T cgacctgagctggatctggt 


1372 


MRP2 


35 


exon 28 + 129 


agagggatcacttgtgacat C/T ggtagcatggagaaggtagg 


1373 


MRP2 


36 


intron 29 + 154 


ttccctaggatggacacgtc A/G tttccagaactttgaaatgt 


1374 


MRP2 


37 


intron 30 + 91 


gtgttaggtgatgcctggca T/C agaattttcatccaggtctg 


1375 


MRP2 


38 


intron 31 +170 


gccaaaattttacatcacgc A/G aatgaaaacgaacaaggtta 


1376 


MRP2 


39 


intron 26 + 154 


ctggctccatcttttaccca T/C ggacgtattccttactcttc 


1377 


MRP2 


40 


3' -flanking + 739 


gtgaatttttattataagct C/T gttctccttaaaactttatc 


1378 


MRP2 


41 


intron 3 + 1145 


acatccttctcccctcagtc C/T tcggttagtggcagtattct 


1379 


MRP2 


42 


intron23+432 


tggcagtagagcagggtgag G/A aggattattctgcagaggaa 


1380 


ABCB1 


1 


5' f lanking-196 


gctttggagccatagtcatg T/C actcaaaatttattttatct 


1381 


ABCB1 


2 


5' f lanking-16 


tactctttacctgtgaagag T/C agaacatgaagaaatctact 


1382 


ABCB1 


3 


intronl+71660 


cttgctggaggaagggtgct A/C gaaaatataccaaatccaag 


1383 


ABCB1 


4 


intronl+80091 


gaaataatattcaagttctg A/C aataatatcatgacctatag 


1384 


ABCB1 


5 


intronl+103126 


gatatgaatcagaattcatc T/C gtgtctcaagaaaaggtcat 


1385 


ABCB1 


6 


intronl+103148 


tgtctcaagaaaaggtcatg C/T gataaattaagttctgctag 


1386 


ABCB1 


7 


intronl+108428 


aattaatttatcatcatctg A/G tcaccatttcacacaactca 


1387 


ABCB1 


8 


intronl+1 12042 


cataagttgaaatgtcccca A/G tgattcagctgatgcgcgtt 


1388 


ABCB1 


9 


intron2+491 


gctctctggcttcgacgggg G/A actagaggttagtctcacct 


1389 
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ABCB1 


10 


intron4+36 


attaactattcaaaatactt C/T ggaaatttgacatctcctta 


1390 


ABCB1 


11 


intron5+1596 


ttagctctcttactgcttca T/C agtggaagaatcaaatactt 


1391 


ABCB1 


12 


intron8+1789 


aaacactctgaatattaaac C/T gctcctggaaccacagctca 


1392 


ABCB1 


13 


i nt ronl 4+24 


agttgtccttgccctttgcc T/C ttctagaggtgcaaaaaata 


1393 


ABCB1 


14 


intron14+81 


tgcaggaagttaggaaacta C/T tataaatcggaagaagggaa 


1394 


ABCB1 


15 


intron15+38 


caaaccaacctgatttataa A/G cataagaacattctactact 


1395 


ABCB1 


16 


intronl 7+73 


gtttggtgggctagggctac A/G gtaggagtgggaacaagaga 


1396 


ABC61 


17 


intron! 8+564 


caacagtaaagttacaatct G/A aaaggaatgctctctgttta 


1397 


ABCB1 


18 


intron! 8+2062 


tttccctgaggaatggttat C/T ctctgtgttccttgagtcca 


1398 


ABCB1 


19 


intron 18+2293 


ccacatcaggttttccccag A/G caccttgggacagtttgaaa 


1399 


ABCB1 


20 


intron20+557 


aaaaccctaaccattgacac G/A tgtgaatgttttcctgggga 


1400 


ABCB1 


21 


intron21+24 


cgtgcctcctttctactggt G/A tttgtcttaattggccattt 


1401 


ABCB1 


22 


intron21+2725 


ctgacctgtttttggctgac A/G ggttttagttcctcccctca 


1402 


ABCB1 


23 


intron21+4725 


tcttggtattaaaagatcca A/G agagataggaatatgtaatt 


1403 


ABCB1 


24 


intron22+8507 


tgcacttaggaaaaaaacaa T/C atggaaatgtgtaaaatata 


1404 


ABCB1 


25 


intron22+8537 


tgtaaaatatactttttttt T/A aaaaaaaaggacacatttat 


1405 


ABCB1 


26 


intron22+8565 


aggacacatttattcagcat T/C atgatcagactattacattt 


1406 


ABCB1 


27 


intron22+8952 


caccttggtttcatggtttg G/A caaagtactggcctgtacca 


1407 


ABCB1 


28 


intron22+9520 


caccaacaaatatctttttc A/G cagttgggtgggcatctggt 


1408 


ABCB1 


29 


intron22+9836 


agactctgacttagacatga C/T ggcaggggaaagagagactt 


1409 


ABCB1 


30 


intron24+377 


taaaatacagatgtgttgta C/A taagttctgcaagcctttgg 


1410 


ABCB1 


31 


intron24+1493 


ggggaggtgtccaggcacga A/ A catggagagctggacttgat 


1411 


ABCB1 


32 


intron24+1495 


ggaggtgtccaggcacgaac A/T tggagagctggacttgatac 


1412 


ABCB1 


33 


intron25+342 


tgcagccttgatcttctggg C/T tcaagcgatcctcctgcctc 


1413 


ABCB1 


34 


intron26+134 


cttggataaagtctgagagc C/G taaatatggtctccaagtgg 


1414 


ABCB1 


! 35 


intron26+1272 


gtccttcaattttgtggtga A/G cttaaaaacaggactctaaa 


1415 


ABCB1 


36 


intron26+1394 


tattaagtggtgtgttaaag A/G ttgtgctataatgaattgta 


1416 


ABCB1 


37 


intron26+ (1987-1 988) 


aagggctggaagagtgaaag (AAAG) gaggctatttgctcccagac 


1417 


ABCB1 


37 


intron26+ (1987-1 988) 


aagggctggaagagtgaaag gaggctatttgctcccagac 


1418 


ABCB1 


38 


intron27+59 


gcagcctctctggcctatag G/T ttgatttataaggggctggt 


1419 


ABCB1 


39 


intron27+80 


ttgatttataaggggctggt T/C tcccagaagtgaagagaaat 


1420 


ABCB3 


1 


intron3+8 


tctcctttggcaggtaggtg G/A tgggcagctgggtccatttg 


1421 


ABCB3 


2 


intron4+104 


cttcacccgtatgccaggac C/T tggggatgcttttctcttgt 


1422 


ABCB3 


3 


intronlO+219 


gcagcagtggtgctccctcc A/G tgggcagccccgtcaggtcc 


1423 


ABCB3 


4 


intron11 + (317-319) 


atggtgcccaggtggatgtg GTG/A tccatctcattcctgtcttt 


1424 


ABCB3 


5 


exon12+19 


agctgcaggactggaattcc T/C gtggggatcgcacagtgctg 


1425 


ABCB3 


6 


exonl 2+ (356-357) 


aggtggggtggggtggggtg GG/TGGTGGGGTGGA ggctg 
tctgtgtccaggaaa 


1426 


ABCB7 


1 


intronl+220 


acggggcaggaggttctggg C/A agaggacacctggagcgctg 


1427 


ABCB7 


2 


intron1+480 


agttaactcccttgctgaca G/A gcgtgcttcttgataggcca 


1428 


ABCB7 


3 


intron1+(512-513) 


gataggccaaaaccgtaact AT/ A ctttccaaaacatagaccgc 


1429 


ABCB7 


4 


intronl+1690 


agttctccaataaggcagat G/A aagttaagataaaatttgta 


1430 


ABCB7 


5 


intron! +5309 


aattaatatcatttattgct G/A tattgttgtcagtgttatct 


1431 


ABCB7 


6 


intronl-11274 


tgcttcttttcaagccagcc A/G gctttaaaaaaaagttagct 


1432 


ABCB7 


7 


intronl -11085 


caggttttcagggctcatgt A/G gacctgaagaaaaatgagag 


1433 


ABCB7 


8 


intronl-10037 


attctactttctcaacttct T/C ttattacattatctcatcat 


1434 


ABCB7 


9 


intron1-21 


ccactctgaaacttccccct G/A ctttttttccttgtcagcag 


1435 


ABCB7 


10 


intron3+ (135-1 36) 


ttctctaatgaaaaaaaaaa (A) catattaattgaccatagtt 


1436 


ABCB7 


10 


intron3+ (135-136) 


ttctctaatgaaaaaaaaaa catattaattgaccatagtt 


1437 


ABCB7 


11 


intron3+333 


aaaacaatttgtgtgtgtgc G/A tgtgcttcaaggttaatgtt 


1438 


ABCB7 


12 


intronl 2+524 


taaccactctgccctcagta C/T gaaacacagtgccgaaccca 


1439 


ABCB7 


13 


intron13+1543 


atcctgtgaggtggggaagc G/A tatggctagcataaatataa 


1440 


ABCB7 


14 


intron13+2400 


tgttaccttactgcctcatt C/G tcattcttcccacctgctat 


1441 


ABC87 


15 


intron15+2201 


ctccttcctaaccttagcaa G/C agtctggagatttacttatc 


1442 


ABCB8 


1 


5'flanking-2272 


ggcttaggcctaagggctga T/C gttggggccagtacccctga 


1443 


ABCB8 


2 


5'flanking-2070 


agctatgaaaacaagaccct G/A tccttctagaggtagcaaaa 


1444 


ABCB8 


3 


intron1+25 


aaacggaaaaacctactcag A/C gcgggccattgaccgcccgg 


1445 


ABCB8 


4 


exon2+308 


tgctggtcctgggggtagcc G/A tcgtggtgaggctttcccca 


1446 


ABCB8 


5 


intron2+334 


cccccacttaaaacatttgt C/G ccctctgtctccccattcca 


1447 


ABCB8 


6 


intron4+12 


cctgctccggtactgccagc C/T gcagggtgcagagttggggt 


1448 


ABCB8 


7 


intron5+547 


agttcatagcattctcgctc G/A gccccctcaggcctgctgct 


1449 


ABCB8 


8 


exon7+57 


ggcaatgtgcggactgtgcg A/T gccttcgccatggagcaacg 


1450 


ABCB8 


9 


intron9+1231 


tttccgcagctgcatggaca C/T cctcgcgtgccccgtttctg 


1451 


ABCB8 


10 


intron9+2164 


cctcttggaggtccttctag C/T gctgcctatgtggagattct 


1452 


ABCB8 


11 


intron9+2645 


ttcctgcctggtgcctcccc C/A ggctgcctttagcaagtgct 


1453 


ABCB8 


12 


intron9+2646 


tcctgcctggtgcctccccc G/A gctgcctttagcaagtgctg 


1454 


ABCB8 


13 


intron9+3229 


cagggccgagcagggagtcc G/A tgggtcagctgggctccctt 


1455 


ABCB8 


14 


intronl 2+ (11 3-1 14) 


tcctccactgccacaagggg (GG) ccttctttcctgggacaatc 


1456 


ABCB8 


14 


intronl 2+ (11 3-1 14) 


tcctccactgccacaagggg ccttctttcctgggacaatc 


1457 


ABCB8 


15 


intron13+128 


tgctctcgggagaccctggc C/T gtcttcacatgtcctcagct 


1458 


ABCB8 1 


16 


intron 13+305 


atccaggtctagagaagcct A/G tagtggaggtgctgagctgc 


1459 


ABCB8 | 


17 


intron14+135 


acagttgtgtcagggaagac C/G agaaccacagccaaagggga 


1460 


ABCB8 


18 


intron14+159 


accacagccaaaggggacag A/T gtcgttgtgtggggacaggg 


1461 


ABCB8 


19 


intron 15+747 


gttggagccttgggctctgt A/G agggggacagagggaatcat 


1462 


ABCB8 


20 


3' f lanking+333 


cctatcccctggctcacccc G/A ggacccacagtccccatctt 


1463 


ABCB8 1 


21 


3* f lanking+1168 


ccctctttcaggggtgtgat G/A cagtgcattgatggagcagc 


1464 


ABCB8 


22 


3'f lanking+(1719-1721) 


tagaccgcaggagccgcgcc GTC/A ttcctaacctcgcctcggcc 


1465 


ABCB9 


1 


intron1+ 69 


agggtgccaggccaggcacg G/C gttggggggcgtctgggcac 


1466 


ABCB9 


2 


intronl+8873 


tgggcccagcacgtggggcc T/C ggaactacctcaaaggcttc 


1467 


ABCB9 


3 


intronl +8940 


accagctcagcctgcccagc G/A tgcacacggcaccaagctgg 


1468 


ABCB9 


4 


intronl+11410 


agatccaagggatccagagg T/C tggaatgtgaccctccgtgc 


1469 


ABCB9 


5 


intronl+12863 


gggaagccagatgcccacaa G/A gctctgtgacttcacttcca 


1470 


ABCB9 


6 


intronl+19731 


gccaagtgtcaagatcgagc G/A aggggagggcctgacgaggg 


1471 


ABCB9 


7 


intronl +29649 


cagaatccagatgcccgtaa T/C gttgttaagaagcctgcaca 


1472 


ABCB9 


8 


intronl+31793 


ggccaggcggggaggggtac C/T ggccagaccggtgggcaaaa 


1473 


ABCB9 | 


9 


intronl+37537 


agagtcacagggttggggtg C/A ccccgggaaggtggcatcta 


1474 


ABCB9 


10 


intronl+38293 


taccagccctgtgctttcag G/A gaccatgtgacctgtcaact 


1475 
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ABCB9 


11 


intronl+44661 


cccgaggtgcctggcttcac A/G gcaggattgccgtcctgcag 


1476 


A6C69 


12 


intronl +49576 


aaagtggccccgtggcttgt C/T ccctgaagccctaaagcacc 


1477 


ABC69 


13 


intronl+64669 


ccacagacaagccgggtagc C/A cacctcgcagctcaacacac 


1478 


ABCB9 


14 


exon2+448 


cctggttttgggccctgttc G/A tgtggacgtacatttcactc 


1479 


ABCB9 


15 


intron7+3364 


ggtaccaggagtcgggtatc A/G gtgggacaggaacgcgtgtc 


1480 


ABC89 


16 


intron11+113 


gggccccaggagctctccca G/T actatcagcctcctgggctg 


1481 | 


ABC89 


17 


exon 12+370 


cccaggcctgcagcactgaa A/G gacgacctgccatgtcccat 


1482 


ABC810 


1 


5' f lanking-424 


tcgcgtctgcgcgctccgcc C/T ggtctgccggcgtgagaaag 


1483 


ABCB10 


2 


exonl+491 


acaaggggcggttgcgcccc G/T cagcggccggactcccggag 


1484 


ABCB10 


3 


intronl+37 


ccacttccctccgccgggcc T/G ctccttctccacacgcgggg 


1485 I 


ABCB10 


4 


intron1+217 


actcgtttgcagattttaca C/T ttgttttcttgttgacacac 


1486 I 


ABCB10 


5 


intronl +405 


gcgtttatactttttttttt T/A aaccaaaaacacattatttg 


1487 I 


ABCB10 


6 


exon3+185 


agggccggggcccaggcttc C/T gtaggcatcagtatgatggt 


1488 


ABCB10 


7 


intron6+1269 


caaattcacaactgtgcctt C/G cacagaatgggttggaaaac 


1489 | 


ABCB10 


8 


intron9+632 


ccccactccacttgggtgag G/A gcaggtggatggtgatgggt 


1490 I 


ABCB10 


9 


intronl 0+2373 


tacctcagggcactcagaca G/C cctcaccaatcagaggctca 


1491 | 


ABCB10 


10 


intronl 1+108 


tccttttcctgttttttgtt T/G ttttttttttcttggagtgg 


1492 I 


ABCB10 


11 


intronl 1+2379 


cattggtttttagtgtattc T/A gtgttgtgcatccatcatca 


1493 I 


ABCB11 


1 


5" flanking- (2596-2595) 


tgtggtttagagctttctct (TT) gagacatttttgctaaggtt 


1494 I 


ABCB11 


1 


5' flanking- (2596-2595) 


tgtggtttagagctttctct gagacatttttgctaaggtt 


1495 


ABCB11 


2 


5"flanking-1746 


agctgaagtgaattaagcac G/A atcaactcagtactcacact 


1496 I 


ABCB1 1 


3 


5' flanking- (326-3 14) 


agggggaaagtttaaaggta (T) 9—12 gtcttgttatgtttttaagt 


1497 I 


ABCB11 


4 


5" f lanking-135 


agagggtttcccaagcacac T/C ctgtgtttggggttattgct 


1498 


ABCB11 


5 


intronl+511 


aaatatagatgcaaaaaaaa A/ A tgagctgtggatgcatgttt 


1499 


ABCB11 


6 


intronl +581 


aatttcagtttttaggtcac C/T caagccagtgggagtcacat 


1500 


ABCB11 


7 


intron1+(1938-1951) 


aaagacgttttaagggcttt (A) 10-13 gaaagaaaagaaaactgtag 


1501 


ABCB1 1 


8 


intronl+4517 


ggtttcccaacatctcatct G/A ataaaaaaaataatttgcca 


1502 


ABCB11 


9 


i ntronl+5651 


aaagagaataggttagtgga T/C tagtattcctgtgcttaatg 


1503 


ABCB11 


10 


intronl* (12200-1 2201) 


aagagatggtctctagcccc CT/A gtttgatttggggcacttac 


1504 


ABCB11 


11 


intronl+13023 


gtttggctactttgattaaa G/A aagaaagaagagataataat 


1505 


ABCB11 


12 


intron2+739 


cctgcatctattctgaccta C/T actggggaaaacagtatgtg 


1506 


ABCB11 


13 


intron2+ (921-922) 


tattttgtagttcaaaaagt (CAGATCTTCTTCAGCT 
AATTTAGAAATGT) tgctgtccatttgatattca 


1507 


ABCB11 


13 


intron2+ (921-922) 


tattttgtagttcaaaaagt tgctg 
tccatttgatattca 


1508 


ABCB1 1 


14 


intron3+644 


agccacacgtttcttattgc G/A tgggaagtttaaaaaatggg 


1509 


ABCB11 


15 


intron3+2231 


agtgaacctgagattgagct A/G tactgaaatctctagaagag 


1510 


ABCB11 


16 


intron3+2406 


aaagggtggtctttaaatcc T/C tatgtttttctcatcaggtt 


1511 


ABCB11 


17 


exon4+10 


tttctcatcaggttacaaga T/C gagaagaaaggtgatggcgt 


1512 


ABCB1 1 


18 


intron4+434 


acaatttatagtatttctca A/G tgccccacacagtttatcta 


1513 


ABCB11 


19 


intron4+518 


gtagatgagtagctaaaaac G/T aaagtcagctcctgaaataa 


1514 


ABCB11 


20 


exon5+120 


ggcacaatgacagatgtttt T/C attgactacgacgttgagtt 


1515 


ABCB11 


21 


intron5+320 


gggaggtgacccatgaattt T/C acttgagtatcatctccaag 


1516 


ABCB1 1 


22 


intronS+16076 


agaagaggtaacagtaagcc T/G cctgatttacagcacacatc 


1517 


ABCB11 


23 


intron6+303 


atttgcaggtgtgtttgtag G/C gggcagttgagtagcttgaa 


1518 


ABCB11 


24 


intron7+1141 


aaaggattcagcaggcatga A/G gaaagaaaagctttgcaaga 


1519 


ABCB11 


25 


intron8+2463 


ccattggctaatagcaatga A/C ctatgacatggtctaactta 


1520 


ABCB11 


26 


intron8+2677 


tcaatgatgttacagtgaga A/C tctaatattgtattaaaccc 


1521 


ABCB11 


27 


intron8+2699 


ctaatattgtattaaaccca T/A gccacatgttaaatgaatct 


1522 


ABCB11 


28 


exon9+24 


gtgtccaagtttacggacta T/C gagctgaaggcctatgccaa 


1523 


ABCB11 


29 


intron9+108 


caccttggtctgtggcctcc A/G gaggaagtacttgttcaaga 


1524 


ABCB1 1 


30 


intronl 0+2475 


taatcattccaaaccacgga C/A tttatttcattaagaacatg 


1525 


ABCB11 


31 


intronl 0+2478 


tcattccaaaccacggactt T/A atttcattaagaacatgata 


1526 


ABC811 


32 


intron10+2711 


tttacagattggaaaagcca C/T tgaagtattgcaggtccaga 


1527 


ABCB11 


33 


intronl 0+3539 


agtgactgtaattagtatca C/G ttgtgcacagagaaaaaatg 


1528 


A6CB11 


34 


intronl 0+3623 


tgcagaaggttgttctttca T/C gaccttcctgagtttcagaa 


1529 


ABCB11 


35 


intronl 0+3661 


gaattcattaataaaaataa A/T cacataatggagcgtgacat 


1530 


ABCB1 1 


36 


intronlO+5100 


gggccactctttggcttggc A/G atagactgtggccaatgaaa 


1531 


ABCB11 


37 


intronl 0+5292 


gctatttggtaggaacatct G/A ggcatgatcaggtagccttc 


1532 


ABCB11 


38 


intronl 0+591 2 


gagtaatattcagtaaaaaa A/ A taaagtggtattttaaatca 


1533 


ABCB11 


39 


intronl 2+1 16 


tgtttccagtaatagggaat G/A gaggtgtctttctctgaaag 


1534 


ABCB11 


40 


intronl 2+326 


gataaatgacaaggcaatta G/C aacaatcaggaagcacaggt 


1535 


ABCB11 


41 


intronl 2+335 


caaggcaattacaacaatca A/G gaagcacaggttcttcccaa 


1536 


ABCB11 


42 


intronl 2+2572 


cctcatccttgccaatgttt C/T cttttactggtttttgatgg 


1537 


ABCB11 


43 


exon13+23 


tctaaatgacctcaacatgg T/C cattaaaccaggggaaatga 


1538 


ABCB1 1 


44 


intronl 3+70 


atggcagtatattgatcaaa C/T agaaaggtgtagcatacatt 


1539 


ABCB11 


45 


intronl 3+ (1578-1579) 


ttattggcctctattttttc (C) tgcccattggtcaagtatga 


1540 


ABCB11 


45 


intronl 3+ (1578-1 579) 


ttattggcctctattttttc tgcccattggtcaagtatga 


1541 


ABCB11 


46 


intronl 4+32 


catacattcctgggagaaac C/T aagaggtcatagaaggaaaa 


1542 


ABCB11 


47 


intronl 4+80 


cacaattatacacatttctt C/T tcgtatgattcccaagtcat 


1543 


ABCB1 1 


48 


intronl 4+439 


tattgtgtcaaaaacaattc A/G ttgtatatctccattctaag 


1544 


ABCB11 


49 


intronl 4+ (1262-1 263) 


cagcctttgcattatatttt (T) gctgtgttgtctaacaggag 


1545 I 


ABCB11 


49 


intronl 4+ (1262-1 263) 


cagcctttgcattatatttt gctgtgttgtctaacaggag 


1546 


ABCB11 


50 


intron14+1283 


gctgtgttgtctaacaggag A/C aaagagacacggatttgctc 


1547 


ABCB11 


51 


intron14+1339 


tgagatagatatttaggacc G/A tgaccaatttttattttggt 


1548 


ABCB1 1 


52 


intron14+1359 


gtgaccaatttttattttgg T/C tgaaaaatcttatttgaagt 


1549 


ABCB11 


53 


intronl 4+1 480 


tattgattagacaataaccc G/A tctggggaagggatatttct 


1550 


ABCB11 


54 


intronl 5+370 


ccttttctaatgtctgcaca G/A cctatttaagaatattccca 


1551 


ABCB1 1 


55 


intronl 6+ (550-559) 


aaagtttagtgtttctatca (T) 9-12 gctacttctgatggacttct 


1552 


ABCB1 1 


56 


intron17+188 


tttctctccccaattcatgg T/G tttttggttagcttctcatc 


1553 


ABCB11 


57 


intronl 7+1 94 


tccccaattcatgggttttt T/G gttagcttctcatcttcttg 


1554 


ABCB11 


58 


intronl 7+ (197-1 98) 


caattcatgggtttttggtt (T) agcttctcatcttcttgggg 


1555 


ABCB11 


58 


intronl 7+ (197-1 98) 


caattcatgggtttttggtt agcttctcatcttcttgggg 


1556 


ABCB11 


59 


intronl 7+ (289-296) 


ttagaaaggggacttctttt (A) 7G (A) 4 tctgtgtttagtgttcctct 


1557 


ABCB11 


59 


intronl 7+ (289-296) 


ttagaaaggggacttctttt (A) 12 tctgtgtttagtgttcctct 


1558 


ABCB11 


59 


intronl 7+ (289-296) 


ttagaaaggggacttctttt (A) 10 tctgtgtttagtgttcctct 


1559 


ABCB11 


60 


intronl 7+1070 


tcagacttgggttttcctat C/T tttcttcttgagaacaagtt 


1560 
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ABCB11 


61 


intron17+1651 


tgttaaaatatctcattgta T/C atgctgacggatttttcttg 


1561 


ABCB1 1 


62 


intronl 7+2226 


ccttaagtctcctcctatca T/A gcaccttgttctcaccagct 


1562 


ABCB11 


63 


intronl 7+2979 


ctctctcttcctttctcagc T/A ctactatttcactgttggct 


1563 


ABCB1 1 


64 


intronl 7+3288 


aatccccatatcctacctta T/G ccatctcatccatgaatctt 


1564 


ABCB11 


65 


intronl 7+3289 


atccccatatcctaccttag C/T catctcatccatgaatcttg 


1565 


ABCB11 


66 


intronl 8+97 


aatatgagttttctaggtat A/G tatctagcagtgtttcaagt 


1566 


ABCB11 


67 


intronl 8+98 


atatgagttttctaggtata T/C atctagcagtgtttcaagtc 


1567 


ABCB11 


68 


intronl 8+892 


ctctgaaagttagtgataca C/T cttatttgtgtttgaatcaa 


1568 


ABCB11 


i 69 


intron18+2681 


atgtatgagatcaagtcagg A/G tcaaatattagacacccata 


1569 


ABCB11 


1 70 


intron18+3780 


ggaccatcctgtggggcaat C/G gttccagaaaatgctggtat 


1570 


ABCB11 


! 71 


intronl 8+5741 


ctcaccggtataaatacaac C/T gtagcaaaggttttcttttt 


1571 


ABCB11 


! 72 


intronl 8+ (5882-5883) 


tgcgtattccctcagttcag (C) tttttattcaagccacagca 


1572 


ABCB11 


I 72 


intronl 8+ (5882-5883) 


tgcgtattccctcagttcag tttttattcaagccacagca 


1573 


ABCB11 


I 73 


intronl 9+1 0022 


tggctaagttaaaaaaaaaa A/ A gagattcaactataattgct 


1574 


ABCB1 1 


74 


intron21+322 


caagattcaatactgccccc C/A agggggtgggtgaacagggc 


1575 


ABCB11 


75 


intron22+257 


ctgttcaatttcctctcgca T/C agtgattcattccacattcc 


1576 


ABCB11 


76 


intron22+552 


taattaatatcttgtccttg G/C ggggtaaatgagggatggta 


1577 


ABCB11 


77 


intron22+569 


ttggggggtaaatgagggat G/A gtagcataaacacttctcaa 


1 1578 


ABC811 


78 


3' f lanking+243 


aaacaccacagaatgacata G/A aactaaaggcggcaggaatc 


1579 


CYP4B1 


l 1 


5' f 1 ank i ng-333 


gaaacattcacagtgcttgt A/T tgagaagacagtggttatta 


1580 


CYP4B1 


2 


5'flanking-18 


gagcagctgaaggcaggtca G/T atgaaggctaggtggctgga 


1581 


CYP4B1 


3 


intronl +341 


tccaaaacctctggatagta C/T atagaagtaggcaatccatt 


1582 


CYP4B1 


4 


intronl +542 


cctatgggtggctcaggagc C/T gtgacaccttcccaggttca 


1583 


CYP4B1 


5 


intronl+2856 


gaggactttgcacatagtag G/A tgctcagctatattgttggc 


1584 


CYP4B1 


! 6 


intronl+6086 


tttggaatctaaagactggg G/T cacgatgctagttgtgtgac 


1585 


CYP4B1 


7 


intronl +6598 


ttttggggtgtggggagagg G/A cccatagtagggagacagct 


1586 


CYP4B1 


8 


intronl +6660 


acctaagggtgtccatcctg A/G aggagagcagtcctaggggg 


1587 


CYP4B1 


9 


intronl +7242 


ccctggtctcccttaactca T/C gctggactgttccctttggt 


1588 


CYP4B1 


10 


intron2+107 


gcctgtgtactaagtctgcg C/G agctgaggttcccaccctac 


1589 


CYP4B1 


11 


intron3+361 


atggtgtggtggtaggacca C/T ggctggtcaccagaggctgt 


1590 


CYP4B1 


12 


intron4-492 


aaaggctttcacatctaaaa C/A gtgtctcctcattttctgtc 


1591 


CYP4B1 


13 


intron4-315 


ggattacttacatatacacc A/G tgcgggggagctcaccacct 


1592 


CYP4B1 


14 


intron4-157 


ctacccaccctatcctgata T/C tccagcaggatggagggcag 


1593 


CYP4B1 


15 


exon5+22 


acaagtgggaagagaaagct C/T gggagggtaagtcctttgac 


1594 


CYP4B1 


16 


intron5+125 


cccagggagccttagcttgc G/A gggagacaggacctgctcat 


1595 


CYP4B1 


17 


intron5+ (287-289) 


tgtctaagccaatccctcct CCT/A accctctgcttagcagggac 


1596 


CYP4B1 


18 


intron6+54 


gcctgggttcctcctcctgg C/T ccctctatgccccctcccat 


1597 


CYP4B1 


19 


intron7+(99-100) 


agctcttaagcatttccccc (TC) tttcctcagcaaatataacc 


1598 


CYP4B1 


19 


intron7+(99-100) 


agctcttaagcatttccccc tttcctcagcaaatataacc 


1599 


CYP4B1 


20 


exon8+114 


tcctggtttctctactgcat G/A gccctgtaccctgagcacca 


1600 


CYP4B1 


21 


exon8+139 


tgtaccctgagcaccagcat C/T gttgtagagaggaggtccgc 


1601 


CYP4B1 


22 


intron8+247 


agaaagttgtcaacaagagg C/T tgatattttgtgtgctaact 


1602 


CYP4B1 


23 


intron8+366 


tgtgggggtgaacagagctg A/G gacagctgggagagccagtt 


1603 


CYP4B1 


24 


intron8+650 


cctttgcttgtggtcagaca C/A cctgcctttctctctgggct 


1604 


CYP4B1 


25 


intron8+844 


tcatatgtgagaatcccccc C/A ccacggggtatccagacaca 


1605 


CYP4B1 


26 


intron8+1767 


tcccattccaagaatgttct G/T gttgtgttgctggcagggat 


1606 


CYP4B1 


27 


exon9+53 


tgtgcatcaaggagagcttc C/T gcctctacccacctgtgccc 


1607 


CYP4B1 


28 


intron9+652 


agtcggatgtggtcatgaac G/T ctctgtcactggcagtggtc 


1608 


CYP4B1 


29 


intron9+774 


cctggtcaccaacctctgtt C/T tgcccacaggaagcctgatc 


1609 


CYP4B1 


30 


intronl 0+33 


tgggctgggagatcagacag G/T gtgggggactgggagggtca 


1610 


CYP4B1 


31 


exonl 2+224 


ccagatggctcaggctgtga C/A ctccctgggcaccaccctcc 


1611 


CYP4B1 


32 


exonl 2+270 


ctgggtgtggaggagttggg G/A ccccctgccttcaggaggct 


1612 


CYP4B1 


33 


3' f lanking+129 


tctgtgtctcacagtcacgt G/A gtgctccaggcattcagggt 


1613 


CYP27A1 


1 


intronl+295 


aggagggagctgtcttggga A/G gagagtggcagaggcaaatg 


1614 


CYP27A1 


2 


intronl+17503 


cagtgcataaagcctctgat C/T ctccttagagaaggagggac 


1615 


CYP4F2 


1 


intron1 + (145-146) 


ccaagcccctggcaacctca CA/A gtgattcaggctgggccttt 


1616 


CYP4F2 


2 


intron1+193 


tttaatcagtctctctctct C/T tttcccattctaagtgctta 


1617 


CYP4F2 


3 


intronl +324 


ccctgctctacctccggcac T/C gcccgtccctgcctctccac 


1618 


CYP4F2 


4 


intron1+367 


tccctggaggtccctgggcc G/C ttctctgggcctcaggatct 


1619 


CYP4F2 


5 


intronl +402 


ggatctcaccgtccatcccg T/C ctgccctgcaggatgtccca 


1620 


CYP4F2 


6 


exon2+35 


gcctgtcctggctgggcctc T/G ggccagtggcagcatcccct 


1621 


CYP4F2 


7 


exon2+166 


cggtgtttcccacaaccccc A/G agacggaactggttttgggg 


1622 


CYP4F2 


8 


intron2+125 


ggcagagaagcagaggaggc A/G tcttactcattcctctgctt 


1623 


CYP4F2 


9 


intron2+440 


gggccgtctcccacttccac T/C acacccgaaggcacctttct 


1624 


CYP4F2 


10 


exon3+48 


gttctgactcagctggtggc C/T acctacccccagggctttaa 


1625 


CYP4F2 


11 


intron3+701 


agactccaccccagcttggg T/A ccctttccttgacccctgtg 


1626 


CYP4F2 


12 


intron3+742 


cttcccatcgttggacgggc G/A aggctgagcagggggaatgg 


1627 


CYP4F2 


13 


intron3+1020 


gctttagctttctccatgtc G/A cttttcctatcaaggtggcc 


1628 


CYP4F2 


14 


intron3+1039 


cgcttttcctatcaaggtgg C/A cttttcctcatgatgtcaac 


1629 


CYP4F2 


15 


intron3+1040 


gcttttcctatcaaggtggc C/G ttttcctcatgatgtcaacg 


1630 


CYP4F2 


16 


intron3+1920 


ccacctgtctaacctctgtt G/C ctgtttgctcatgtctgggg 


1631 


CYP4F2 


17 


intron3+1945 


ttgctcatgtctggggcgtg T/A ctctacaatggctgttatat 


1632 


CYP4F2 


18 


intron3+2621 


agcattctgtagaatgctga G/A ctgtgctcaggggttgcgga 


1633 


CYP4F2 i 


19 


intron3+2665 


tgttggatcgtgtaggaggc A/G tgtcaaggcatgctggaacc 


1634 


CYP4F2 


20 


intron6+194 


gggtttgaactggtgggtgt G/T gtcagagctctgtaggggac 


1635 


CYP4F2 


21 


intron7+67 


tgtgaaatgtcagatgaaag G/A atttgaacttgattaagagg 


1636 


CYP4F2 


22 


intron7+2811 


ttccaagggaaattgccatt T/G aattctcctgtaactcaggt \ 


1637 


CYP4F2 


23 


intron7+ (3096-3097) 


ggggtgggggttgggggggg (G) ttactgccttctctccagga 


1638 


CYP4F2 


23 


intron7+ (3096-3097) I 


ggggtgggggttgggggggg ttactgccttctctccagga 


1639 


CYP4F2 


24 


intron8+145 


ggtgctgtctaccttcgggt G/A ctgaagcagcccagagaccc 


1640 


CYP4F2 


25 


exon9+44 I 


ctctcctgggtcctgtacca C/T cttgcaaagcacccagaata 


1641 


CYP4F2 


26 


exonl 1+48 


gaacccatcacaacccagct G/A tgtggccggaccctgaggtg 


1642 t 


CYP4F2 


27 


intronl 2+1 08 


tggtccaagttccagctctc C/T ttccctcacctcctctggag 


1643 | 


CYP4F2 


28 


intronl 2+285 


gcatggggatccaggcacgg A/T tacccccttctctattcctc 


1644 


CYP4F2 


29 


exonl 3+238 


aagtgaagcctagaattacc C/A taagaccctgttccacagtc 


1645 


CYP4F2 


30 


exonl 3+342 


tgtgcgtgaatgttcatggc G/A gccctattcacagtagccaa 


1646 


CYP4F2 


31 


exonl 3+563 


tagtgtactgtccttttata T/C gaaatttccagaacaggcca 


1647 
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CYP4F2 


32 


exonl 3+707 


aaatgttccggacctagata G/C tgacgaaggtagcacgacac 


1648 


CYP4F3 


1 


intron2+258 


cattaatgcacctctgcggg G/T ctcttgggcagggggttggg 


1649 


CYP4F3 


2 


intron2+916 


ttagggacatgtcctgagtc C/T acactgctccccacaaacct 


1650 


CYP4F3 


3 


intron2+3417 


atccaggtctcacacagtgt C/T acttcctctcttggctttag 


1651 


CYP4F3 


4 


intron2+4090 


gagagcatgaattgggtcct G/A tgtctttctctccagattca 


1652 


CYP4F3 


5 


»ntron3+89 


tgtgctgcctccagcgggtc G/A cgtgcccatgtgcagacagg 


i 1653 


CYP4F3 


6 


intron3+243 


tcaagtctgctgtacggcta C/T gtcttgtcacctgtatattt 


1654 


CYP4F3 


7 


intron3+502 


aggtctgggacccagggtcc G/C taagtgaactgtctgagaca 


1655 I 


CYP4F3 


8 


intron3+755 


ttttgtggccatgtcaggac A/T tgtgaacacatgtcagtgtc 


1656 


CYP4F3 


! 9 


intron3+855 


gggacagacagggtgtccta G/A gtccttgtgaaggcattctg 


1657 


CYP4F3 


10 


intron3+970 


cctgacatagctcctacgtg C/T catgttaggcagtgtcattg 


1658 


CYP4F3 


1 1 


intron6+122 


gaggagttgttatacctgat C/T gttgaaggactggtatgaat 


1659 


CYP4F3 


12 


exon7+159 


ggtgcacgacttcacagatg C/A cgtcatccaggagcggcgcc 


1660 


CYP4F3 


13 


intron7+2107 


caggttgccagtgatttttt T/A ctcagaaagttttcatcaag 


1661 


CYP4F3 


14 


intron7+2255 


gaccaagaagggtctaggag T/A gcaagatgggcttgggtttc 


1662 


CYP4F3 


15 


intron8+132 


cctcaatgcaaggttgctgt A/C caccctcgggtgctgaagca 


1663 


CYP4F3 


16 


exon9+59 


taccaccttgcaaagcaccc G/A gaataccaggagcgctgtcg 


1664 


CYP4F3 


17 


intron9+13 


attgaatggtgagtgcaggt G/A ctggtgccctgttcctgagc 


1665 


CYP4F3 


18 


intron9+36 


ggtgccctgttcctgagcct G/C tctcattggctctgttcccc 


1666 


CYP4F3 


19 


intron9+167 


acccatcctgactgtctggg C/G aaaggttataggcccttagg 


1667 


CYP4F3 


20 


intron9+369 


tccctaattcctacccttcc G/A tccagtccagggatttataa 


1668 


CYP4F3 


21 


intron9+458 


tcattcatccatccagtcct T/C gttcagcaaatactctcata 


1669 


CYP4F3 


22 


intron10+46 


ctcctgggtaggaagagggg A/C ccctcaggcagggagcattg 


1670 


CYP4F3 


23 


intr on 10+63 


gggcccctcaggcagggagc C/A ttgtcctgactgcccccttc 


1671 ! 


CYP4F3 


24 


intron11+14 


ccctgaggtgcgggcccccc C/G tctctgtttttgtccattcc 


1672 


CYP4F3 


25 


intr on 11+84 


gatcaggagaatccaacatc G/A cctccctccaagacacacac 


1673 


CYP4F3 


26 


i ntronl 1+1 13 


caagacacacaccactgtct T/C tccaaggctggcggactggg 


1674 ! 


CYP4F3 


27 


intron11+164 


cggcaacccttcttggtctc T/G cctccaggtctatgacccct 


1675 


CYP4F3 


28 


intron11+165 


ggcaacccttcttggtctcg T/C ctccaggtctatgacccctt 


1676 


CYP4F3 


29 


i ntronl 2+1 56 


gaaaaggcccacagagtagg G/A ttgggttggtcctagaagga 


1677 


CYP4F3 


30 


i ntronl 2+253 


gagctcggctaggctcgcag G/T atatgcaagcccacatgggg 


1678 ! 


CYP4F3 


31 


i ntronl 2+346 


tgggtgtcccaggccaggtt A/C ccggcttgatggggccagga 


1679 


CYP4F8 


1 


5' f lanking-61 


accatgtttacccatcattg G/T tcctggagctccccagcccc 


1680 


CYP4F8 


2 


exonl +67 


gtggcagcatccccgtggct G/T ctcctgctggtggtcggggc 


1681 


CYP4F8 


3 


intron1+707 


tacgcagcaggtattcacca T/G tatttccacattatccactg 


1682 


CYP4F8 


4 


i ntronl +857 


acaccccctaccctcacatc G/A tgacacagctgggccagaag 


1683 


CYP4F8 


5 


intronl+907 


tgccatctccaccctccccc G/A tgcaggggcatcttctttat 


1684 


CYP4F8 


6 


intron2+668 


tgtggcacttccaccatatg T/C tcattgccctcttgctccag 


1685 


CYP4F8 


7 


intron2+818 


gccacagagaccatggctca G/A gccccaaaatgctgagtgac 


1686 


CYP4F8 


8 


intron2+1079 


tatgcttgggtgttgcagaa C/T atgttggaccatgtaggagc 


1687 


CYP4F8 


9 


intron2+1194 


ccggtcccctttatgccccc C/A accctcctttcttcttctgc 


1688 


CYP4F8 


10 


intron5+45 


aacatgggatggagtggggg G/T gtgggtgtggggagagcaaa 


1689 


CYP4F8 


1 1 


exon8+ (1 9-20) 


ggccatgacaccacggccag (GCCAG) tggcctctcctgggtcttgt 


1690 


CYP4F8 


11 


exon8+ (1 9-20) 


ggccatgacaccacggccag tggcctctcctgggtcttgt 


1691 


CYP4F8 


12 


intron8+222 


tttatttccccactaacttg C/G tatgeaagcttagtaaaate 


1692 


CYP4F8 


13 


intron8+334 


cttggagaattaacggcaaa A/T accgcaatgacttttggacc 


1693 


CYP4F8 


14 


intron8+1999 


ttctaagtacatttattctc T/C tgcttttagctatgatctag 


1694 


CYP4F8 


15 


intron8+4184 


caggagggccgtgtatgctc C/T ctggataattgttgggtgtt 


1695 


CYP4F8 


16 


exon9+119 


acgtggtgctcccagacagc C/T gagtcatccccaaaggtgcc 


1696 


CYP4F8 


17 


intronl 1+282 


gggttgggggttccgggcct G/C gttcctggcgcagtggggcc 


1697 


CYP4F8 


18 


i ntronl 1+340 


tgcagtcagaccttccacct C/T ggcccccaggaactgcatcg 


1698 


CYP4F8 


19 


3' f kank i ng+35 


atcacctacctttgcaccaa T/C taccttttcagatttccggt 


1699 


CYP4F8 


20 


3' f kank i ng+83 


ctgtgttggcccctgtgcct G/C agtcccgcggatggccagta 


1700 


CYP4F8 


21 


3' f kank i ng+90 


ggcccctgtgcctcagtccc A/G cggatggccagtagggggcg 


1701 


ALDH1 


1 


intr on 1+564 


cattatttcttcagccaagt T/C tgttgccattggagcagatg 


1702 


ALDH1 


2 


intron1+710 


gttctgagagtaactctgaa C/T tttgcctgtttcacactgct 


1703 


ALDH1 


3 


intronl -3868 


ccctttttatatccagaata C/G agcctaaacttctttctctg 


1704 


AL0H1 


4 


intron2+2933 


taagtatgetatactatatt T/C gatagatatactatactata 


1705 


ALDH1 


5 


intron2-1646 


caatgtgattaactgaatgc C/T gcaaatatgcactgtatatg 


1706 


ALDH1 


6 


exon3+54 


caggcttttcagattggatc C/T ccgtggcgtactatggatgc 


1707 


ALDH1 


7 


intron3+157 


taggccccttaacattgaac T/G attctcaaatagtaatctgc 


1708 


ALDH1 


8 


intron3+339 


tgagtctcctagaatgatat G/A ttaggtttattcaagcattt 


1709 


ALDH1 


9 


intron3+655 


agcagttagatgagtcagag C/A ataatatagttgggggaggg 


1710 


ALDH1 


10 


intron3+735 


gaagccaatttaacataaac C/A aataccaagatcaggtttca 


1711 


AL0H1 


11 


intron3+863 


gcaagtatggttaatcaaag G/A accatttattactcaaatat 


1712 


ALDH1 


12 


intron3+1757 


agatgacaagatttcttcta T/A ttcaaaaattccctagcaca 


1713 


ALDH1 


13 


intron5+90 


ttctctaaaacagatggatg C/A ttatgtatttgttaaatgtg 


1714 


ALDH1 


14 


intron6+213 


caggaagccaaacacaaagg T/C ttggtgtcaaacagtcaact 


1715 


ALDH1 


15 


intron6+1323 


ttttgaattaaattcttata C/T tgtaacttttaaacttttta 


1716 


ALDH1 


16 


intron7+638 


gcaaaagaaagtggtggaag C/A atactgtaccatgcaaaaaa 


1717 


AL0H1 


17 


intron9+ (1462-1463) 


aatggaattctatgtttttt (T) gttgtgattatttatctatc 


1718 


ALDH1 1 


17 


intron9+ (1462-1463) | 


aatggaattctatgtttttt gttgtgattatttatctatc 


1719 


ALDH1 


18 


intron9+1757 


tgatctagaatttagtttct A/G taaatgaatagaatccagtg 


1720 


ALDH1 


19 


intronl 2-1 383 


aatcccacttattactctcc T/G gagagcttcaagtgcctata 


1721 


ALDH1 


20 


3' f tanking+40 


ttttaagtacaagttttggt T/C acagtgatttcttcttgtca 


1722 


ALDH2 


1 


intron3+1766 


aaattggtggctcatcctgc C/ A tggcccccttcctcctcctc 


1723 


ALDH2 


2 


intron8+52 


gaaggtagccctggccacct G/C tgttgtggctccagccgatc 


1724 


ALDH2 


3 


intron8+69 


cctgtgttgtggctccagcc G/A atcctgtcgcccccccagtg 


1725 


ALDH2 


4 


intron9+5197 


gctttcttatgaccttggtc C/A atttcccagttgtcttgttg 


1726 


ALDH2 


5 


intron11+114 


gagctgggctcagtttctcc T/C gggtcagggtgtgatgtcga 


1727 


ALDH2 


6 


3' f lanking+41 1 


ggatatgatttctgcccctc T/C tctgctgtgggtaaacagct 


1728 


ALDH2 


7 


3' flanking* (432-433) 


tctgctgtgggtaaacagct TC/A tgtttcatgcatttactttt 


1729 


ALDH2 


8 


3* f lanking+488 


ccaataagaatgtgcttgaa G/T gtttcatgcatttaatttgt 


1730 


ALDH7 


1 


5' f lanking-1455 


ctgcctgtccacacccacag C/T agcttgcacatcatccccac 


1731 


ALDH7 


2 


intr on 1+464 


catgaatgactctgggaaag A/G atcattcttagcaatggact j 


1732 


ALDH7 


3 


intronl+2269 1 


aaatggaatccaaacagcaa G/C agacctcccctcaccggtca 


1733 


ALDH7 


4 


intron2+1349 


actgagcttctgccaccggc C/T gcctgccggccttcatgaga i 


1734 
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ALDH7 


5 


intron2+1820 


tccgtgtggaaggcaccttc C/G cccagcctcagtggctagga 


1735 


ALDH7 


6 


intron2+2046 


aacctcaggcgctgcctcag C/G cagggagccagcctggcccc 


1736 


ALDH7 


7 


intron2+2939 


aagcacgcactgaacatgga G/A tgagtgagtgaacgaatgaa 


1737 


ALDH7 


8 


intron3+7 


tgcccaagaacctggtgagc C/T ggccgggctgaggcgggcag 


1738 


ALDH7 


9 


intron4+36 


gccccttccggtcacccttc T/C ccgctcgaggcctcagggcc 


1739 


ALDH7 


10 


intron6+(116-117) 


attctcctctctctctctct CT/ A ggaccaggctgggagcagtc 


1740 


ALDH7 


11 


intron6+263 


cagaccctcatacgtgaccc T/C gctgccccccaggctcttag 


1741 


ALDH7 


12 


intron6+1298 


gtagacagagctggactcca T/G ccttgggtgataagggatcc 


1742 


ALDH7 


13 


intron6+1411 


gccagggtcacaagcagagg C/T gggaggagccaaggggtttg 


1743 


ALDH7 


14 


exon7+185 


acctgcgtggcccccgacta C/T gtcctatgcagccctgagat 


1744 


ALDH7 


15 


exon7+339 


tgcgggcattgctgggctgc G/A gcgtgtggccattgggggcc 


1745 


ALDH7 


16 


intron7+249 


ccagggctccagggctcagc G/A tgctaagatgaactcccatc 


1746 


AL0H7 


17 


intron7+277 


atgaactcccatcccaccac C/T ggctatcctgaaaggctgta 


1747 


ALDH7 


18 


intron7+498 


gaccaaggtcgggggattct C/T tgtgtcccacaggccctgag 


1748 


ALDH7 


19 


intron8+14 


cagccaggtgggggtgcggc C/T gggctgggcagggtcaggag 


1749 


AL0H7 


20 


intron8+49 


caggagcccgcagtgggcag C/T acaagtggtggcagcagggg 


1750 


ALDH7 


21 


intron8+111 


tcaggactttgggatggtgg A/T cctcttggctctgtctctgc 


1751 


ALDH7 


22 


intron8+3219 


atcctgatggggctcaaggc A/G gcctcacgcacatcctgttc 


1752 


ALDH7 


23 


exon9+33 


gtgctgacccagaccagcag C/T gggggcttctgtgggaacga 


1753 


ALDH7 


24 


intron9+946 


tcccaggcccccgagctgac C/A cttcttggtggccgtggccc 


1754 


ALDH7 


25 


intron9+1067 


aggctccccaagcctgggtc C/T ctcttgcccccacccactct 


1755 


ALDH7 


26 


exon10+137 


ccgcaatcgccgcgccgcct G/A aggatgctgctggtggccat 


1756 


ALDH7 


27 


exon 10+397 


cgctcccaaccatgagagcc G/A aggtgggaggcatgggaaac 


1757 


ALDH7 


28 


exon10+1198 


ctcttccccatgctgctcat C/T ctcctgggccccatccactc 


1758 


ALDH7 


29 


exonl 0+1475 


caggggtggacctgagtttc G/A tctcctgtctctctggctga 


1759 


ALDH7 


30 


3' f lanking+15 


cctggcaatacttacatctc A/G gtgatttgctttctgtgcat 


1760 


ALDH7 


31 


3' f lanking+60 


caacaggactctggaccaag G/C ccctggcgttgggtaacaat 


1761 


ALDH8 


1 


intronl+98 


agggaaggggatgtgtgccc G/A tggcccgtgggtcagggggc 


1762 


ALDH8 


2 


intronl+157 


atggctgcaggggccatggg T/C acggggcttgctcaggagag 


1763 


ALDH8 


3 


intronl+354 


tctgtggacagacaaggatt C/G ggtcgggggcaccagggctg 


1764 


ALDH8 


4 


intron1+851 


tatgacaggtccatcaggcc T/G caccttcctgtgtgtcttat 


1765 


ALDH8 


5 


intron1+894 


ctcagcatctgcccccacag T/G gcttttgcacacgttggttc 


1766 


AL0H8 


6 


intron1-463 


aaagaaccctccgagtccct C/G gtttagtcccagaagggagg 


1767 


ALDH8 


7 


exon2+61 


gccttcaactgagggcgcac G/A cggccggccgagttccgggc 


1768 


ALDH8 


8 


intron2+8 


ggacctgcataaggtgggcc A/G tggagagtgggccccggcag 


1769 


ALDH8 


9 


intron2+23 


gggccgtggagagtgggccc G/C ggcaggggctggagcagcgt 


1770 


AL0H8 


10 


intron2+(180-181) 


ttcactcctgaacactcaca (A) gccaccctgtgatgcaggct 


1771 


ALDH8 


10 


intron2+ (180-1 81) 


ttcactcctgaacactcaca gccaccctgtgatgcaggct 


1772 


ALDH8 


11 


exon3+72 


gactacgctctcaagaacct T/G caggcctggatgaaggatga 


1773 


ALDH8 


12 


intron8+375 


ctgcagcatcctaacctcac C/T gtcgcgactcaaggctgccg 


1774 


ALDH8 


13 


intron8+463 


aatcacccccatggcacccc G/A accgtcactgagagggtgct 


1775 


ALDH8 


14 


exon9+33 


atgctggagcggaccagcag C/A ggcagctttggaggcaatga 


1776 


ALDH8 


15 


exonl 0+428 


aggtgtcctcactcacccca C/T cctccccaattccagccctt 


1777 


ALDM9 


1 


exonl+121 


actgtgtggggtatggcggg G/A tggtggggagaatgtggtgt 


1778 


ALDH9 


2 


intronl+67 


cgcggatttcccggccagcc C/G ccgtttcctgtgttctgcag 


1779 


AL0H9 


3 


intronl+103 


tgcagcgttgacttgagcac A/G agacagtgacagtggagagt 


1780 


ALDH9 


4 


intronl+1818 


gaatttttgagaaaaaaaaa A/ A tgttcctttagggttgcctt 


1781 


ALDH9 


5 


intron2+5891 


tcaggaacaggaagtaaaga G/A gtttacatttctaaatttct 


1782 


ALDH9 


6 


intron2+6398 


atcaaaaacacttgtctgat T/G atcgtgctctgaacctgcct 


1783 


ALDH9 


7 


intron2+9677 


atgacgctgagtttggtgct A/G ttcttttgtttttcttgcct 


1784 


ALDH9 


8 


lntron2+9991 


gggagaagtgagggacctac C/T cttggcttctaatctttcat 


1785 


ALDH9 


9 


intron2+10198 


ttgtcagagacatctttgat A/G atccttacgtactatatcag 


1786 


ALDH9 


10 


intron2+10256 


ttagtagataactttttttt T/A gtaaggatggagaataatag 


1787 


ALDH9 


11 


intron2+11382 


catattcaattcttttatgt T/C ctttagaccaaagaaaggca 


1788 


ALDH9 


12 


intron2+11455 


taaacctttaagctcatcat C/T ggaccatctattgaatttct 


1789 


AL0H9 


13 


intron2+ 12044 


atttaaagtgaaagctattt C/T tagttttaaaaattgagcag 


1790 


ALDH9 


14 


intron3+334 


ctatttagcaaacttttttt T/A gacagtgtataaagttttca 


1791 


ALDH9 


15 


intron3+368 


gttttcaacaattgatattg G/A aaggttggtagggcctagga 


1792 


ALDH9 


16 


intron4+191 


ccctcaaggagcttatagtt T/A aggttgtacacaatcatgtc 


1793 


ALDH9 


17 


intron4+557 


tagaaaaaattgtaatgtta A/G aaagcattactgttaggaca 


1794 


ALDH9 


18 


intron5+830 


agttcaagatgattttgtag G/C ttcagggcctagttgactta 


1795 


ALDH9 


19 


intron5+838 


atgattttgtaggttcaggg C/T ctagttgacttagcatgcaa 


1796 


AL0H9 


20 


intron6+120 


agaaaagttgcacaaatagt A/C caaagaattcccatgtacct 


1797 


ALDH9 


21 


intron6+2569 


attaaaatctgctttaaata T/C ttttttgggggagaggacac 


1798 


ALDH9 


22 


intron8+1414 


ccgatcttcaaaaaattagc T/C gggggtggtggtgcacactg 


1799 


ALDH9 


23 


intron9+664 


aaagttcacatttttttttt T/A ataacttcatggtcaagagc 


1800 


ALDH9 


24 


intron9+2170 


taatgcacacattttttttt T/A cttcatagggacatccaacg 


1801 


ALDH9 


25 


exonl 1+587 


aaaacaaaaaacaaaaaaaa A/ A ccttgttcctttataggttc 


1802 


ALDH10 


1 


intron1+39 


gggtgtggggaaactggccc C/T cgccgcgcacttgtggactg 


1803 


ALDH10 


2 


intron3+2491 


tgccgcgaagaaattggcac T/A gctgagttctacatgcagtt 


1804 


ALDH10 


3 


intron3+2595 


ttctgtacatcaacttgtga T/A ggattgaggccagttctggt 


1805 


ALDH10 


4 


intron3+2775 


taccgctttgcccctgacca G/A gggtaaattcttcaataact 


1806 


ALDH10 


5 


intron3+3424 


aggcacttctgcacacaccc G/A cgtctcatgcattttccctg 


1807 


ALDH10 


6 


intron3+3676 


atgttgaagagattgctgat G/A ttagacgttaggatttattt 


1808 


AL0H10 


7 


intron4+481 


tagaaaataagaggtttcag G/T ttctctctgctaaatccggt 


1809 


ALDH10 


8 


intron4*769 


atcctgctttatacctgaac G/A tcttgcaggcagagccaaaa 


1810 


ALDH10 I 


9 


intron4+796 


aggcagagccaaaagccaca A/G ccaggagagtctgtaccgaa 


1811 


ALDH10 | 


10 


intron5+254 


attagttgtggcatatactt T/G ttttaaaaaagttaaataat 


1812 ! 


ALDH10 


11 


intron6+137 


aatcctgctttctggtatac T/C gtacctgtagcttttgttat 


1813 


ALDH10 


12 


intron6+923 


aggctaatgaatggtaagag G/A aaggggctatcctgattagc 


1814 


AL0H10 


13 


intron7+331 


tgcttttctgatgttaatcc A/ A cagggcattgctgaataaca 


1815 | 


ALDH10 


14 


intron8+643 


tttagaacatgacctgcctg C/T ctctcccacatgtgagatga 


1816 


ALDH10 


15 


intron8+666 


ctcccacatgtgagatgact G/A actcagctttttatttctcc 


1817 


ALDH10 


16 


intron9+2129 


tgttttcatttttaaaaaaa G/T gtttgactttggaattcatg 


1818 


ALDH10 


17 


exonlO* (1894-1 895) 


ttggcttgtctactaataca CA/A tctgcttcaaaatgaacata 


1819 


ALDH10 


18 


3' f lanking+31 


gtatttgtcaactttttttt T/A ctcattttaaaattcttagc 


1820 


ALDH10 


19 


3" f lanking+106 


gtgtgttgggggtggtggtt G/A gtagctatagtaaataggtt 


1821 
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ALDH10 


20 


3" f lanking+1630 


aaaagcacgtgggaaacaca A/G ttaatcatgtcttaccgtat 


! 1822 


ABCC7 


1 


5' f lanking-834 


gctaaaacactccaaagcct T/G ccttaaaaatgcgcactggg 


1823 


ABCC7 


2 


5'f lanking-729 


cctccttgcagatttttttt T/A ctctttcagtacgtgtccta 


1824 


ABCC7 


3 


exonl+125 


tagcagggaccccagcgccc G/C agagaccatgcagaggtcgc 


1825 


ABCC7 


4 


intronl+6200 


ctatgtgagacgttaagaag G/A tagaggtggccaagaaggaa 


1826 


ABCC7 


5 


intronl+7538 


agttctctttcttagcatgg C/A ctacagaggtgcaactacct 


1827 


ABCC7 


6 


intronl +1351 9 


gaaacttaaatcttgagtca T/C acaattgtgtctacatactg 


1828 


ABCC7 


7 


intronl+14110 


attacacagtattttttttt T/A aattttggggaaagtcgatt 


1829 


ABCC7 


8 


intronl+14293 


gccaggcagattcctgactc C/A tataacccagagcttatcag 


1830 


ABCC7 


9 


intronl+14316 


taacccagagcttatcagag C/G atttatgtccccaaagagaa 


1831 


ABCC7 


10 


intronl+14433 


cagaataacaatgatggctc G/A gaaaaatatgggtatttctg 


1832 


ABCC7 


11 


intronl+14824 


acgttttgacagttgcacaa G/C tttctttctttaagctttaa 


1833 


ABCC7 


12 


intronl+23401 


aatatttttgaaaatcacta C/G ggtatcctgcatagtgattt 


1834 


ABCC7 


13 


intron3+879 


gaaaaatttcagttcataca C/A ccccatgaaaaatacattta 


1835 


ABCC7 


14 


intron3+922 


acttatcttaacaaagatga G/C tacacttaggcccagaatgt 


1836 


ABCC7 


15 


intron3+933 


caaagatgagtacacttagg C/T ccagaatgttctctaatgct 


1837 


ABCC7 


16 


intron3+13704 


tttttccaaataaaaaaaaa A/A tcaggtgatatctgtaaatg 


1838 


ABCC7 


17 


intron3+13758 


tattaaagaacatgatgctt A/G aaacagattagggaaaacta 


1839 


ABCC7 


18 


intron4+240 


ctctgttgtagttttttttt T/A ctcctaatcatgttatcatt 


1840 


ABCC7 


19 


»ntron4+376 


ttatgttcagcaagaagagt A/G taatatatgattgttaatga 


1841 


ABCC7 


20 


intron4+586 


tgtccagacaagagaccaaa T/C tgccgaggcatcatttaggt 


1842 


ABCC7 


21 


intron4+1089 


tttcaatctgaacattttac G/A taagtgaagactttgttaga 


1843 


ABCC7 


22 


intron4+1615 


aaagttaggtggtattgtat C/T tgtcttcctttctcaatgtt 


1844 


ABCC7 


23 


intron4+1946 


aatacaaacaaacttgagct T/C tgcctatacttttcaagaat 


1845 


ABCC7 


24 


intron6+783 


tatctaagttttggagtcaa A/G tagcactttgtttgaatccc 


1846 


ABCC7 


25 


intron6+(1 128-1 131) 


gattgattgattgattgatt GATT/A tacagagatcagagagctgg 


1847 


ABCC7 


26 


intron7+(731-732) 


gtagcaatgagaccattttt (T) cttcagttgagctccatgtt 


1848 


ABCC7 


26 


intron7+ (731-732) 


gtagcaatgagaccattttt cttcagttgagctccatgtt 


1849 


ABCC7 


27 


intron7+1434 


gaatgtttggttgtaacctg T/C ataatctggcatgaaattgt 


1850 


ABCC7 


28 


intron8+752 


catgctctcttctcagtccc A/G ttccttcattatatcaccta 


1851 


ABCC7 


29 


intron8+1109 


tatggccaagacttcagtat G/A cgtggacttaattcttcctt 


1852 


ABCC7 


30 


intron8+1312 


atgaagacattcattttttt T/A ctccgtccaatgttggatta 


1853 


ABCC7 


31 


intron9+ (6521 -6522) 


gtgtgtgtgtgtgtgtgtgt (GT) ttttttaacagggatttggg 


1854 


ABCC7 


31 


intron9+ (6521 -6522) 


gtgtgtgtgtgtgtgtgtgt ttttttaacagggatttggg 


1855 


ABCC7 


32 


intronlO+2119 


gaacactttatagttttttt T/G ggacaaaagatctagctaaa 


1856 


ABCC7 


33 


intronl 1+3867 


tttttcttcaagaaattaga A/ A gaggggagaaattggtttaa 


1857 


ABCC7 


34 


intron11+11844 


tgaatcaaaatcatctaaaa A/ A gctttcagaaaccagacttt 


1858 


ABCC7 


35 


intronl 1+121 44 


atattaaacagagttacata T/C acttacaacttcatacatat 


1859 


ABCC7 


36 


intronl 1+20975 


gtgtggatagtaaatgccag G/A gtaaatcacatagcatctaa 


1860 


ABCC7 


37 


intronl 1+27057 


atggaagagaagttttagta G/A aggggaggaaggaggaggtg 


1861 


ABCC7 


38 


intronl 1+27131 


gagagagacttttttttttt T/A aaggcgagagtttactacct 


1862 


ABCC7 


39 


intronl 3+1 52 


gtattaactcaaatctgatc T/A gccctactgggccaggattc 


1863 


ABCC7 


40 


intronl 3+287 


tttgcagtatcattgccttg T/C gatatatattactttaatta 


1864 


ABCC7 


41 


intronl 5+ (85-86) 


atacatatatatgcacacac AT/ A aaatatgtatatatacacat 


1865 


ABCC7 


42 


intronl 5+1 06 


taaatatgtatatatacaca T/A gtatacatgtataagtatgc 


1866 


ABCC7 


43 


intronl 5+3341 


ggaagtataaatttgtaaat A/C actgagacccaaacttacaa 


1867 


ABCC7 


44 


intronl 5+5556 


tgctattgactaatagtaat A/T attttagggcagctttatga 


1868 


ABCC7 


45 


intron15+5919 


tggtagttctatgtggaaac C/A gtgaggaaataattttatat 


1869 


ABCC7 


46 


intronl 7+2479 


caaaaaggtatggaagtcag A/C ggagaaggagacccctatgt 


1870 


ABCC7 


47 


intronl 8-81 


aagtatgcaaaaaaaaaaaa A/ A gaaataaatcactgacacac 


1871 


ABCC7 


48 


intronl 9+751 


cattaataaaataacaaatc A/G tatctattcaaagaatggca 


1872 


ABCC7 


49 


intronl 9+820 


tgacatttgtgatatgatta T/C tctaatttagtctttttcag 


1873 


ABCC7 


50 


intron21+1532 


ttacctttaacttttttttt T/A agtttgatcagctctcttta 


1874 


ABCC7 


51 


intron21+1607 


atgcttttggagttgggtct C/T ataaatgtatagaaatgttt 


1875 


ABCC7 


52 


intron21+11260 


atgtggaacaatcatgacta T/C atgccttttactttctctat 


1876 


ABCC7 


53 


intron22+ (130-1 31) 


agaatcaatattaaacacac AT/ A gttttattatatggagtcat 


1877 


ABCC7 


54 


intron23+1828 


ctgtcctaaagtttaaaaag A/ A aaaaaaaaaggaagaaggaa 


1878 


ABCC7 


55 


intron24+ (7100-7112) 


cctttacaaactcttagaca (T) 12-14 agtttaacatgttacaaaac 


1879 


ABCC7 


56 


intron25+237 


actcttcccccttgtcaaca C/T atgatgaagcttttaaatac 


1880 


ABCC7 


57 


exon27+115 


gggtgaagctctttccccac C/T ggaactcaagcaagtgcaag 


1881 


ABCC7 


58 


exon27+334 


ggatgaattaagtttttttt T/A aaaaaagaaacatttggtaa 


1882 


ABCC8 


1 


5'flanking-1099 


aaaggggctgaaggggtctt T/C cttttgtgttcccctgactg 


1883 


ABCC8 


2 


5' flanking- (424-422) 


caccccaccaccaccaccac CAC/A aaggtaacgttctgccccac 


1884 


ABCC8 


3 


intronl+1212 


agcctgggcaacatagtgag A/G ccccccccgccctttctaca 


1885 


ABCC8 


4 


intron2+1003 


aggaggactgtgaatcccag C/A ctgcatgtttgggtcggatt 


1886 


ABCC8 


5 


intron2+1253 


catctcactaaggaagaatc C/T agtaaccagcaaggatgaga 


1887 


ABCC8 


6 


intron2+1382 


cccagactgcactcctgcag T/C gctgcctggctcctgtagtt 


1888 ! 


ABCC8 


7 


intron2+2371 


tttcagagctgtctggaaat T/A tagggggcaggtgggagggg 


1889 > 


ABCC8 


8 


intron3+1957 


ccctacccctagcccagggg C/T ccccacatgagtatgaatgg 


1890 ! 


ABCC8 


9 


intron3+ (2088-2089) 


agagaacccttcattaacca (CCA) gggcgtggctgaccagtgtc 


1891 


ABCC8 


9 1 


intron3+ (2088-2089) 


agagaacccttcattaacca gggcgtggctgaccagtgtc 


1892 


ABCC8 j 


10 


intron3+2204 


taaagcacaagttatcaccc G/A tggatggatttgtccttttc 


1893 


ABCC8 


11 


intron3+2286 


ttatctccccttgaaaggac A/G ctccacagagccagaaattc 


1894 


ABCC8 


12 


intron3+2312 


cagagccagaaattctagaa C/G agggaaaagtggaggggagg 


1895 


ABCC8 


13 


intron3+2356 


ctgtgaactgcagggacaga A/G ggaaatgggtattgggagaa 


1896 


ABCC8 


14 


intron3+2359 


tgaactgcagggacagaagg A/C aatgggtattgggagaatgg 


1897 


ABCC8 


15 


intron3+2370 


gacagaaggaaatgggtatt G/A ggagaatggccagccctcca 


1898 


ABCC8 


16 


intron3+2382 


tgggtattgggagaatggcc A/G gccctccaaggggctgatgt 


1899 


ABCC8 


17 


intron3+4910 


ggggacagccttcagctgtg G/A aattcctccagtcctagaga 


1900 


ABCC8 


18 


intron3+4969 


cattattccagtcctgaggc A/G tgagagcagaaggccgatgc 


1901 


ABCC8 


19 


intron3+5003 


ccgatgcttctgccctccat C/G ctaatgtcctcctgcaggga 


1902 


ABCC8 


20 


intron3+5019 


ccatcctaatgtcctcctgc A/C gggacccaaggtggatggca 


1903 


ABCC8 j 


21 


intron4+14 


ggtgagggtaagcaggccac C/T tgggccagggtggggtggga 


1904 


ABCC8 


22 


intron4+187 


agacactgcatctggcccac G/A tgtgctctaccccagggtcc 


1905 


ABCC8 


23 


intron4+204 


cacgtgtgctctaccccagg G/C tcccagagggagaggggggt 


1906 


ABCC8 


24 


intron4+254 


gttcgctgaggttggcggat G/A actttccgtagaaagggaag 


1907 


ABCC8 


25 


intron4+357 \ 


tgtattcatatcgtcacgct G/C gtaaatgaatgagtaagtgt 


1908 
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ABCC8 


26 


intron5+92 


ggcattaggtcaaaatcctg G/A tgggacaaaaggggaaactg 


1909 


ABCC8 


27 


intron6+4205 


tctgtagaaagtacatgggg G/A catgaagatcattggcttga 


1910 


ABCC8 


! 28 


intron6+5519 


gattcccagggaatgttaaa A/C aggaccgggtcttcctaaac 


1911 


ABCC8 


29 


intron6+5575 


tctgacccagtaccagccag G/C ggggcaagtttccatccccc 


1912 


ABCC8 


30 


intron6+6587 


gttgccatctgagatcttgc C/T ggaagtacacaagagaccct 


1913 


ABCC8 


31 


intron6+6747 


ttccactggccttttctgct C/T agtaattgctacattacagg 


1914 


ABCC8 


32 


intron9+191 


gaggaagctgcctcccggtg A/G ggacaggaagcgggcatggc 


1915 


ABCC8 


33 


intronl 0+1 963 


cccaggagtccaacctccct T/G tgtccagctagaccatggtg 


1916 


ABCC8 


34 


intr on 10+2724 


cctgggacatgttttcttat A/G taaacagcatcaaaagatgt 


1917 


ABCC8 


35 


intronl 0+2938 


gcccgcccaggactcctcac G/C tgtccaagtcacctagggag 


1918 


ABCC8 


36 


intronl 0+3094 


tccgaggatgtgtttttttt T/A ccctccgttagtcagcagtg 


1919 


ABCC8 


37 


intronl 0+3368 


tcctgctcatatgcggcacc A/G tcagacttctgggcaggcaa 


1920 


ABCC8 


38 


intronl 0+8897 


ggtattgattaaaagcctca C/T gggcagagaaattcgccatc 


1921 


ABCC8 


39 


intronl 1+308 


tgtgtattgtagaagtgatg G/A gaaatccagaacagaaagct 


1922 


ABCC8 


40 


intron11+1171 


gccctctcatttcccttcca G/A tgctgagcgtttccagtgtg 


1923 


ABCC8 


41 


exon12+7 


gcctctgtccacagactttc G/A tgggccacgtcagcttcttc 


1924 


ABCC8 


42 


intronl 2+356 


accaagaatgaggccatccc G/T tccccacgtggctgccccat 


1925 


ABCC8 


43 


intronl 2+934 


tgggttcaaagatggaatgg G/T gcataactcagcaaaattat 


1926 


ABCC8 


44 


intron12+1370 


gggagggaggctggacaggg C/G atgaaggcagagcctggtgg 


1927 


ABCC8 


45 


intronl 5+41 2 


ggaggtgggacccaggatgg C/T gtttcttgggaccacaagga 


1928 


ABCC8 


46 


intronl 5+688 


actcccccggccccactcac A/G tctgccaccttccctccctg 


1929 


ABCC8 


47 


intronl 6+4464 


actcattccaagtattgatc G/A agaagagaggtaggtactgg 


1930 


ABCC8 


48 


intronl 6+4574 


ttgaagatcttaagttgttt T/C tggttcactcatttcgcaaa 


1931 


ABCC8 


49 


intronl 6+5011 


agctaaaagcaaaacagcct C/T tgacctggcaagcattccca 


1932 


ABCC8 


50 


intronl 6+7608 


tgtcctacttttcttttgac C/G cttataacttcctgacttcg 


1933 


ABCC8 


51 


intronl 6+7730 


ccagctcctagtgggctgga G/A ggaaggacatgcggttgggg 


1934 


ABCC8 


52 


intronl 6+8369 


ttgcaaactgagttagggcc T/C ggagagcttactgtgtgctg 


1935 


ABCC8 


53 


intronl 6+9708 


tgcacttgccgcctacttat T/G ccagacccaatgattgggtc 


1936 


ABCC8 


54 


intronl 7+651 


tatagattaatgaggctctg A/G gtccctcaaaaccttccctc 


1937 


ABCC8 


55 


intronl 7+692 


cccttacctctccaaaaaac A/G cttgagataccctagaggtg 


1938 


ABCC8 


56 


intron17+1541 


ctcaggatcttcctggagga C/T atggttcactcccatgagag 


1939 


ABCC8 


57 


intronl 8+580 


actaagcagatttctaccaa C/T tgcacctccccatccccttg 


1940 


ABCC8 


58 


intronl 8+658 


gaacaagcccctgagaatgc C/T ttccgcaccccctactcccg 


1941 


ABCC8 


59 


intronl 8+660 


acaagcccctgagaatgcct T/C ccgcaccccctactcccgcc 


1942 


ABCC8 


60 


intronl 9+93 


gcccttccatcgatcaccca T/C acccagccatctcactcccc 


1943 


ABCC8 


61 


intronl 9+1 23 


tctcactccccaggtgctta T/C ctgcactccagcctctccat 


1944 


ABCC8 


62 


intronl 9+21 9 


cataggggagagggcaggaa C/T ggagggaagggagagagccc 


1945 


ABCC8 


63 


intronl 9+845 


tagtatttaacctgcccaaa C/T gctgtgtgaagtgctgacct 


1946 


ABCC8 


64 


intron20+338 


tcccctccacaagcttagac A/G aacaggattctcctgtgact 


1947 


ABCC8 


65 


exon21+10 


tttggtgacagggcatcaac C/T tgtctggtggtcaacgccag 


1948 


ABCC8 


66 


intron21+192 


caaggatagcacaaatgacc C/A attgcagacttcagatggag 


1949 


ABCC8 


67 


intron23+17 


gaaggtgggtatatccaggg A/G tggccaagcagccacccctg 


1950 


ABCC8 


68 


intron23+67 


gttctgctagaacctgaact C/T ataaaggtcttcctgtcctt 


1951 


ABCC8 


69 


intron26+268 


gtgagcgtctgcacatccaa G/C taaagattgttttctcctcc 


1952 


ABCC8 


70 


intron26+308 


cgataagtgggtgtaatttg C/T ccatccccacccatgagttc 


1953 


ABCC8 


71 


intron26+348 


cagctccctgccctcccctc A/G ctctctctccctcagccagc 


1954 


ABCC8 


72 


intron26+807 


gacagctgctgagtcaggcc G/A agccggcagctgagaaaggc 


1955 


ABCC8 


73 


intron26+834 


cagctgagaaaggcggcagt G/C gtcagatgggcttgagaaac 


1956 


ABCC8 


74 


intron28+ (118-121) 


cctccaaaaaataaaaacaa AAAA/A cagaaatgaaggaaatagaa 


1957 


ABCC8 


75 


intron28+1348 


tggggtaagcggaagacggg G/A ttgaacgctttgagtttggt 


1958 


ABCC8 


76 


intron29+1253 


ctcttagggatcttgtctaa G/T taaagaagagcagagcaaag 


1959 


ABCC8 


77 


intron29+1589 


cagatcccagcttcctgtaa A/G cagcctcagatcaggccaaa 


1960 


ABCC8 


78 


intron29+2322 


gcgcctcacactcctataac G/A cgcacatgccctgatgcaca 


1961 


ABCC8 


79 


intron29+2348 


atgccctgatgcacacacat T/C ttcaacacgcacttactcta 


1962 


ABCC8 


80 


intron29+2418 


agacacgtcaccctcccaca C/T gtctccaccctgggggtgtg 


1963 


ABCC8 


81 


intron29+2494 


tcagtcccctcagacacatg C/A cctctctccacgcagagaca 


1964 


ABCC8 


82 


intron29+2735 


gcggccaaggagagtgatga C/T ggcagcccaggttgatcaga 


1965 


ABCC8 


83 


intron30+386 


gctcctggggctccagcctt C/T gcagcccttgtgtgtgtctg 


1966 


ABCC8 


84 


intron33+93 


ggcttcgcagtcacctcgtg G/T ccctccagggccgaggcctc 


1967 


ABCC8 


85 


intron33+358 


agggacctgggggcagacag C/T gaggccacccttgtattgag 


1968 


ABCC8 


86 


intron38+54 


cccagggacaggactggcct G/C ttgtggccgtcatcagtgca 


1969 


ABCC8 


87 


intron38+466 


aggacattctggccacatgc C/A tcatcctcctcctccaagcc 


1970 


ABCC8 


88 


intron38+529 


tggcccccaccgcgggtggt A/G ttcccaccatcctgacccgc 


1971 


ABCC9 


1 


intron3+38 


tgttgtttctccttaaagag C/A tatttgtttttccccccaaa 


1972 


ABCC9 


2 


intron3+305 


gctggccttctggcttgcag T/A agttgtattttaagaatcag 


1973 


ABCC9 


3 


intron3+320 


tgcagaagttgtattttaag A/G atcagagctcttgtgaggag 


1974 


ABCC9 


4 


intron3+631 


ttctgtggaaatcagaggct G/C tctaaaatattcctaatttt 


1975 


ABCC9 


5 


intron3+8644 


tggacgcactcaacattttc A/G agttattactccttcaactc 


1976 


ABCC9 


6 


intron4+757 


aggatatcatgaaacactga A/C tcttagtaaaaactatcttt 


1977 


ABCC9 


7 


intron4+1022 


tactgtggaatttttcttgc A/C acagagatatgtatttttca 


1978 


ABCC9 


8 


intron5-1217 


cagtggtagatgtgttttct A/G ttgccatcatctacaaatat 


1979 


ABCC9 


9 


intron6+(106-107) 


tatgagttgttcaaataggc (T) 7-9 cagagaattgaatgctttct 


1980 


ABCC9 


10 


intron6+1347 


tcagtcgtattcctactaaa A/ A caaaattttgtaagttatgt 


1981 


ABCC9 


11 


intron6+1618 


ctttttatttgctgcttacc G/A ttttactaaggttggatata 


1982 


ABCC9 


12 


intron6+1835 


cttttaataaatgcaaactg C/T acacctggtctataaaaaga 


1983 


ABCC9 


13 


intron7+407 


cctatagaatttttcttttc T/G tttttctcaaaaaaattaaa 


1984 


ABCC9 


14 


intron7+423 


tttcttttttctcaaaaaaa C/T taaatgtttgttatttattt 


1985 


ABCC9 


15 


intron8+743 


ttctgtagatgaagcttaag A/T gctagatcttatttgaaaaa 


1986 


ABCC9 


16 


intron8+850 


tttttaacttattgtttgcc T/G tttcattttttaatagaaaa 


1987 


ABCC9 


17 


intron9+585 


cgaatttgctgcttttagag A/T aatctttgcaaataataaaa 


1988 


ABCC9 


18 


intron9+1394 


atttttcttcttgtaagtat G/C agtgatagagctgactgcag 


1989 


ABCC9 


19 


intronl 2+1 167 


atttgtaagacttttaaaat G/A agataattgtgctggtgtct 


1990 


ABCC9 


20 


intron12+1195 


tgtgctggtgtctatatctt A/G ctgagaaaactagaatttat 


1991 


ABCC9 


21 


intronl 2+21 23 


ataagtgctctcccagtgtt G/A attggacttagagcattttc 


1992 


ABCC9 


22 


intron12+ (2653-2656) 


caaaacagaataatgaaaag TAAC/A tattatctaaaataataaaa 


1993 


ABCC9 


23 


intronl 3+ (3043-3044) 


aacatactctcctcctctct (CTCTTT) aagtcaaaatatattagtat 


1994 


ABCC9 


23 


intron13+(3043-3044) 


aacatactctcctcctctct (CT) aagtcaaaatatattagtat 


1995 
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ABCC9 


23 


intron13+ (3043-3044) 


aacatactctcctcctctct aagtcaaaatatattagtat 


1996 


ABCC9 


24 


intron14+85 


ttctgtgaaagtgtcccaaa T/A tgtgcctttaaattgttttt 


1997 


ABCC9 


25 


intronl 4+275 


agtgtcacatgtattttttc T/C ggtattcctatgtttatcaa 


1998 


ABCC9 


26 


intronl 4+453 


ctcatttcaaacttggctat T/C tggactctccccaggcattg 


1999 


ABCC9 


27 


intronl 4+3709 


atcccctagtgatgtacact G/A agcttgcctccatctttcct 


2000 


ABCC9 


28 


intron14+3813 


ctgatttatatattagctga C/T tttccaagttcagacatcta 


2001 


ABCC9 


29 


intronl 4+4000 


ttcttttacttcaatgtagc A/ A ccaaatcagaaggtgacatt 


2002 


ABCC9 


30 


intron16+1466 


atcccactggatttaattac A/C ttgtgtagcttgtacaacca 


2003 


ABCC9 


31 


intronl 6+5357 


attttggaagagaaattata T/G aaccttccacaactgaattt 


2004 


ABCC9 


32 


intronl 7+1 368 


aatcctggtgtttttttttt T/A ctttttcatttttcagtagg 


I 2005 


ABCC9 


33 


intron20+98 


aagtaactcaaggaaagatg G/A tttaacttgtgaaatcgtaa 


I 2006 


ABCC9 


34 


intron22+28 


ctcatagttcagaagagttc A/C gagcccaattcagaagagtt 


I 2007 


ABCC9 


35 


intron22+194 


tgaacctataaaattctaat G/A ccatctttggatgaggtgca 


2008 


ABCC9 


36 


intron22+1370 


ccagggacaaaagaagatga C/T gtaaacttaaggattgggac 


2009 


ABCC9 


37 


intron22+1487 


agcaagccaggaagaaagtc C/G attaagttgtatttagaaat 


2010 


ABCC9 


38 


intron23+ (455-462) 


atagccatgaaggataagaa AATTAGAA/A tgccatttgt 
tatgtttcag 


2011 


ABCC9 


39 


intron24+ (460-465) 


aactctttctcttcatctgc TTTAAAA/TTTTAA gcaagccttg 
aaggagagtg 


2012 


ABCC9 


40 


intron24+595 


gcatgcaaaataatgaagaa A/G acaatcttgtctgacattga 


2013 


ABCC9 


41 


intron28-926 


aaatatttcagaatttgggg G/A tgtagagcatttgccgtcat 


2014 


ABCC9 


42 


intron29+2692 


cttgtaagtctttttttttt T/A aaagtaatgaaaatttctaa 


2015 


ABCC9 


43 


intron29+5464 


agacaacactgcttttttgt G/A tgttcacaattcaacgacag 


2016 


ABCC9 


44 


intron29-1830 


aactggctgaaaggaaaaaa A/T tcatattgctgtaaatattt 


2017 


ABCC9 


45 


intron31+102 


tgcttttgctttccacttca G/A tatccagaaaactctctcat 


2018 


ABCC9 


46 


intron33+877 


aacatggaactatagtaaat A/G tagtttttttggggttcaga 


2019 


ABCC9 


47 


intron36+1281 


aatttacacttttttttttt T/A gcaggagaatattttgcaaa 


2020 


ABCC9 


48 


3* f lanking+197 


aatggagctcatgcatgtgt T/G ttcaaatatatacatgcaaa 


2021 


CES1 


1 


5' f 1 ank i ng-983 


tatttccttagccagcggta T/C cacagtgtgtttagtgaatt 


2022 


CES1 


2 


5* f lanking-814 


tcacattgccttgacatcac A/C cctactgctcctccacccta 


2023 


CES1 


3 


5' f lanking-248 


agtcctgcaagggtgacacc G/A ttatgccacaagcagttggg 


2024 


CES1 


4 


intron1+22 


tgagtccttctgaagtcaaa T/A atgcggggcactttttgaaa 


2025 


CES1 


5 


intron1+30 


tctgaagtcaaatatgcggg G/T cactttttgaaatccttgtt 


2026 


CES1 


6 


intronl+1662 


aagggaatccctgagctgag C/A atgaccagcccagtggtttc 


2027 


CES1 


7 


intronl+1726 


cctccctgaagtcctcagca A/C tcttagctggttcctcgccc 


2028 


CES1 


8 


intronl+2716 


tgcttccaaggaagttcatc T/G cagtattatttgtaattagc 


2029 


CES1 


9 


intronl + (2747-2749) 


tgtaattagcaacaacaaca AAA/ A gaaaagaagctaaatattga 


2030 


CES1 


10 


intronl +3288 


ttatttgtccattaaagaaa A/ A ctcaagcgcttagcctggca 


2031 


CES1 


11 


intronl+3691 


gagaatatgggacacccctt T/G ttcatcctctcatccagcat 


2032 


CES1 


12 


intronl +381 9 


tccttcttgcatttattttt A/G gctggatgtttttatgcctc 


2033 


CES1 


13 


intronl+3880 


aaccagctcaatgggttagg G/A aggacattgatcgtcatccc 


2034 


CES1 


14 


intron2+74 


gagtcaaggcagtcccctga T/C gggctgatcctttgctctgg 


2035 


CES1 


15 


intron2+552 


atggaaggtgtgtccattca C/A cctggccaagctgggaagaa 


2036 


CES1 


16 


intron2+885 


cagtattttagatggtaaag T/C attatgatgtaatatattgt 


2037 


CES1 


17 


intron2+2001 


ttggcatgtcagggctgcaa G/A actcatgtagaaatcactcc 


2038 


CES1 


18 


intron3+2119 


cgctgagtgcatgaatagtc T/C aggcttgagggtgatgggag 


2039 


CES1 


19 


intron4+127 


taaggcatccaagccccttc G/A taattggacactacctaccc 


2040 


CES1 


20 


intron4+347 


tctgtcatgacacttagcag T/G cagcccagcaggtgaaggtt 


2041 


CES1 


21 


intron4+ (1984-1 985) 


tgtggtcctgaaggtcctgc (C) tgacatctctgctccccacc 


2042 


CES1 


21 


intron4+ (1984-1 985) 


tgtggtcctgaaggtcctgc tgacatctctgctccccacc 


2043 


CES1 


22 


intron5+766 


gaggtgggcagagggtcagc T/C cactactggattcctcagtc 


2044 


CES1 


23 


intron5+825 


ggagtagatctagcctggaa T/G agcgagtgagtcactgaccc 


2045 


CES1 


24 


intron5+828 


gtagatctagcctggaatag C/T gagtgagtcactgaccccac 


2046 


CES1 


25 


intron5+868 


ctcctgagcatgaactctcc T/A cccctccactctgctgtcag 


2047 


CES1 


26 


intron7+68 


acttcttcatttcagctgtc C/G tcttgcccagggacagtttc 


2048 


CES1 


27 


intron7+681 


cctccaaaatcaacaatcca A/G ttatcgcctgtctgctagtt 


2049 


CES1 


28 


intron7+885 


aggaactatccaaagagaaa T/C acattcatatacttcgcagg 


2050 


CES1 


29 


intron7+2151 


gtcgtgtaaactgaaaatct C/G aggagttgatggcttcaggc 


2051 


CES1 


30 


intron7+2470 


atatagatatacgaattcac G/A gagtgatgcgggaagaacct 


2052 


CES1 


31 


intron8+128 


cgtgtttgtttctgaggccc A/C gagaggggtagtgactcacc 


2053 


CES1 


32 


intron8+2618 


cctgatggcaacacatgagt T/C gggctctctctaatctgtga 


2054 


CES1 


33 


intron8+2665 


aaaaattattcatcaaaggt G/A aaacctaaaattaagacatg 


2055 


CES1 


34 


intron8+3785 


ccatggcgcatggccatgcc G/A gtctatggtactggtctcac 


2056 


CES1 


35 


intron8+3791 


cgcatggccatgccggtcta T/C ggtactggtctcaccctcag 


2057 


CES1 


36 


intronl 0+222 


gtgggctggagaagctgcat C/T gctcacccggggctggtggt 


2058 


CES1 


37 


intronl 0+230 


gagaagctgcatcgctcacc A/C ggggctggtggtcacttttt 


2059 


CES1 


38 


intron11+1177 


ctagcaggtgccctgacaca C/G ctttgcacaggaaggggcag 


2060 


CES1 


39 


intron11+1311 


gccctatgctctgcgtctga A/G ctatatatagagttcccatc 


2061 


CES1 


40 


intronl 1+2025 


ttctcatttgggatgctaag A/G ttaaaaattagcataacact 


2062 


CES1 


41 


intronl 1+2029 


catttgggatgctaagatta A/C aaattagcataacacttcca 


2063 


CES1 


42 


intron11+2317 


cattcacaaaagctctttct T/C ctatggttggctctgagttt 


2064 


CES1 


43 


intronl 1+3887 


caaatatttggctctaattc C/T gcttccacctcagacagcta 


2065 ! 


CES1 


44 


intronl 2+2311 


gcgcctctgggcatctcact G/A tgcatgcttaggcgccttgc 


2066 


CES1 


45 


intronl 2+2331 


gtgcatgcttaggcgccttg C/G ggctctgttgtttttcagaa 


2067 


CES1 


46 


3' f lanking+71 


aacggtgatgaaagaggcga T/C gtgagaaggaaggtggcttt 


2068 


CES1 


47 


3' f lanking+362 


ttgcatggcacttactgacc G/A ttgcacaggcctgcaacacc 


2069 


CES1 


48 


3' f lanking+581 


atttctggattctgttagta C/T gtagaaagctctaaagcatg 


2070 


CES1 


49 


3' f lanking+1348 


aaatctgctgctgggagaga G/C agcaaagcatgcagatcaac 


2071 


ABCB4 


33 


intron22+767 


acagtgggctgatgcataga A/ A cctgtagcaatccaccagca 


2072 


AADA 


23 


intron2+46 


tgtcactgaggtagttcgca A/G acattttactaagtcttcag 


2073 


AADA 


24 


3' f lanking+208 


aatgctaaaaaaaaaaaaaa A/A tcactgtggtactttgggga 


2074 


ABCA4 




5" flanking - 1005 


tgccatcataagcagaaact A/C tctctctcttcttggaagct 


2075 


ABCA4 


2 


5" flanking - 819 


gtctagagtctttcaaagag A/T acacattctgagatttgagg 


2076 


ABCA4 


3 


5' flanking - 680 


agcaccaccccattgcaggg C/A tggaatgacagtaatgggcc 


2077 


ABCA4 


4 


intronl + 208 


tgcccttcccaggaagatgt G/A tttctctgtcctcagccaca 


2078 


ABCA4 


5 


intronl + 234 


ctgtcctcagccacatgaaa A/G tcttttgcctaccgtgcctg 


2079 


ABCA4 


6 


intronl + 510 


agctcacgatcaagtcacag T/C ttaactggacacattatttt 


2080 



24/39 



Table 1 



JP2001 -256862 



Des i g- 
nat i on of Gene 


Ml 


Location 


Sequence 


SEQ ID NO 


ABCA4 


7 


intronl + 1527 


gcttaacaaccagcataaaa G/A agagcagcatgggacacgct 


2081 


ABCA4 


8 


intronl + 2077 


caggactgtagctgctggcc T/C aaaatgagcccattcctgtg 


2082 


ABCA4 


9 


intronl + 2174 


ccctctcaatctggcctttc G/C ctggcatgggtgggcgactc 


2083 


ABCA4 


10 


intronl + 2246 


gctcccagggagatggagcc A/G ctcgggctgagggccttggc 


2084 


ABCA4 


11 


intronl + 2364 


ttctgtctggcacgcctccc G/A atggctccccacctgctacc 


2085 


ABCA4 


12 


intronl + 4243 


ctccctggggtatgcctgta C/G gcagttaagcgtcaaggaca 


2086 


ABCA4 


13 


intronl + 4287 


atgccgctctggggagggga A/C gctgagcatgattttggaag 


2087 


ABCA4 


14 


intronl ♦ 4309 


ctgagcatgattttggaagc C/T ggcagaagaggctattgtga 


2088 


ABCA4 


15 


intronl + 4416 


tgcagcaaccgcccccgccc C/T ccgccaaaaacaaacacact 


2089 


ABCA4 


16 


intronl + 4996 


tttacccctggaacaggcag G/A ccaagctggctggtcccctc 


2090 


ABCA4 


17 


intronl + 5007 


aacaggcaggccaagctggc T/C ggtcccctccctgatacaca 


2091 


ABCA4 


18 


intronl + 5080 


gtgtgtggctggtttcttag C/G aagcaccatggttccaagtt 


2092 


ABCA4 


19 


intronl + 5152 


gggagatgaacgtaagtgga G/A ggcaggcctacaaggttgca 


2093 


ABCA4 


20 


intronl + 7110 


ccactggatctgcttttgga A/G tcaagagtccttaagctcca 


2094 


ABCA4 


21 


intronl + 7290 


gatttttgttggctttgcaa T/A ggatcacagtcatttattca 


2095 


ABCA4 


22 


intronl + 7483 


tctgagcctctttccttaac T/C gcagagtgagtggctacaga 


2096 


ABCA4 


23 


intronl + 7497 


cttaactgcagagtgagtgg C/T tacagagaaatctttactac 


2097 


ABCA4 


24 


intron2 + 1067 


tcaagcagcagcagcaactg C/A gtggagtcttcttgaactaa 


2098 


ABCA4 


25 


intron2 + 1106 


aacactcctatgcccctctc G/A gcacaaaatgacgtgtcccc 


2099 


ABCA4 


26 


intron2 +1119 


ccctctcggcacaaaatgac G/A tgtccccccttgcttcccct 


2100 


ABCA4 


27 


intron2 + 1243 


cacccagcacagggactggc A/T cacatgagatgctcctgctt 


2101 


ABCA4 


28 


intron3 + 26 


tgttgagatccctaccatgc A/G ggggaggaagttgcacaccc 


2102 


ABCA4 


29 


intron3 + 101 


agcatggagcactgagtgtt C/T ttgtggctttgctgagcccc 


2103 


ABCA4 


30 


intron3 + 330 


tgcttgggtggagtgaatca T/C tgtaggagaaaaactcagtt 


2104 


ABCA4 


31 


intron3 + 470 


tgaagtcaggtttacaaagt C/G aagtttacttcttgggagaa 


2105 


ABCA4 


32 


intron3 + 634 


tgaaaaccaatgacccctct T/C ccaagaaaaatggccacata 


2106 


ABCA4 


33 


intron3 +1016 


ccttgggggagctcagtatg A/G ttcttccaggagaagcctgc 


2107 


ABCA4 


34 


intron3 + 1554 


gaaagttgggtttcatgttt T/C gcactcacattatgagtgaa 


2108 


ABCA4 


35 


intron3 + 1686 


ctagacattctcacagagcc A/G agggcagcaaggcggggctc 


2109 


ABCA4 


36 


intron3 + 1823 


ttcacctctctccatggacc A/G gtctcccctgctcctcaatg 


2110 


ABCA4 


37 


intron3 + 1938 


caaattcctgggaacaaatc G/A ggttgacccagctttattct 


2111 


ABCA4 


38 


intron3 + 1951 


acaaatcgggttgacccagc T/G ttattctccctgtcccatca 


2112 


ABCA4 


39 


intron3 + 2063 


ggctgtcagagcctacctgc G/T tgaatgggtggaagggcagg 


2113 


ABCA4 


40 


intron3 + 2079 


ctgcgtgaatgggtggaagg G/A caggtctcagagaattgggt 


2114 


ABCA4 


41 


intron3 + 2186 


agacacacagagcatgggac C/T gagaggcgagcagaccctgc 


2115 


ABCA4 


42 


intron3 + 2214 


gagcagaccctgccaaaact G/A ggagactgaatagatcgctc 


2116 


ABCA4 


43 


intron4 + 2717 


cgtgcttctgcacagccacc T/C gggaaggtatgccgatggtt ' 


2117 


ABCA4 


44 


intron4 + 2802 


attctcagcagggaggatta A/G tggtaaaagcccaggaatgg 


2118 


ABCA4 


45 


intron4 + 3182 


cccccagagccacagcagcc C/G tgtctcctgggtggtcttgt 


2119 


ABCA4 


46 


intron4 + 3515 


agtataataaaagcaggagc C/T atagcccccaactctcaaga 


2120 


ABCA4 


47 


intron4 + 3907 


aggggagtgacagtgggcac C/A actctcagggaacccattac 


2121 


ABCA4 


48 


intron4 + 3923 


gcaccactctcagggaaccc A/G ttactgtgagagaagccact 


2122 


ABCA4 


49 


intron4 + 3952 


agagaagccactgtgccact G/C tgtggtcgaacttcaagacc 


2123 


ABCA4 


50 


intron4 + 4125 


ggctgtccagcacacagggg C/A aggcctcttggccactgggg 


2124 


ABCA4 


51 


intron4 + 4637 


aatcacttgccccaaggtca C/T cttaactgttaggtgttctt 


2125 


ABCA4 


52 


intron4 + 5319 


acctctaggggctcccagag A/G ccccaagaacagaaccttcc 


2126 


ABCA4 


53 


intron6 + 2266 


cacccttgcagacctcagac G/A ggtcctgggggcttgctttc 


2127 


ABCA4 


54 


intron6 + 2857 


ccagaggagaaagctctgcc G/A tagtcggcctcagttaacca 


2128 


ABCA4 


55 


intron6 + 2861 


aggagaaagctctgccgtag T/C cggcctcagttaaccacgga 


2129 


ABCA4 


56 


intron6 + 3078 


gcaggcattaaaatgggact T/G tgcctttattgctcctgggc 


2130 


ABCA4 


57 


intron6 ♦ 3375 


ttaaatgccaaatgagttct C/G attaacaaagaaagagggaa 


2131 


ABCA4 


58 


intron6 + 3412 


ggaaaatctcagtaaaccac C/T gtgacggcatctacccactt 


2132 


ABCA4 


59 


intron6 + 4635 


ctttcgggtggatattgcta C/T gtcaagtgtctgggaaagcc 


2133 


ABCA4 


60 


intron6 + 5576 


ccactaatatgcattcttta G/C taagcggtctcaatatacac 


2134 


ABCA4 


61 


intron6 + 5925 


aaaaagcattttgctcttat A/G aaagcacagcctcttttgag 


2135 


ABCA4 


62 


intron6 + 6916 


cccagacaacccaagcagag A/G cctcttagggccggaatcat 


2136 


ABCA4 


63 


intron6 + 6993 


agcacaggatcaaggcctaa A/G ggccccttagactgacctca 


2137 


ABCA4 


64 


intron6 + 7242 


ttgccattttgatctgtgac T/C tttttttccagaaatagttt 


2138 


ABCA4 


65 


intron6 + 7454 


atggagggctccctcgggac T/C aggcagtattcagagatgta 


2139 


ABCA4 


66 


intron6 - 264 


aaacagcaattagaatcact T/C tgaaatagtgatagtattta 


2140 


ABCA4 


67 


intron6 - 86 


aggagggggggagttttcaa A/G catataggagatcagactgt 


2141 


ABCA4 


68 


intron6 - 32 


tatacctacaaacatatata T/C atttaaaaaattgttttact 


2142 


ABCA4 


69 


intron7 + 828 


gatgtgggaaagttagagaa G/C agcccattgtactaatgctc 


2143 


ABCA4 


70 


intron7 + 1019 


aggcttcttgactgtctaga T/C agcaagtctaatcatttgtg 


2144 


ABCA4 


71 


intron8 + 374 


gtaaacacggctgtgggatg C/T ttttacaaacacaatatcgt 


2145 


ABCA4 


72 


intron8 + 874 


tgatgagcttgttattggtg 6/A ggtacagcctattaatttag 


2146 


ABCA4 


73 


intron9 + 605 


tcgtgtctctgtcttgatct C/T tgtctggttttaggccaact 


2147 


ABCA4 


74 


exon10 + 1268 


aacttttgaagaactggaac G/A cgttaggaagttggtcaaag 


2148 


ABCA4 


75 


exon10 + 1269 


acttttgaagaactggaacg C/T gttaggaagttggtcaaagc 


2149 


ABCA4 


76 


intronl 1 + 5236 


ggcctggcacagatgaaata C/T tattcagagttcacagtgta 


2150 I 


ABCA4 


77 


intronl 1 + 5270 


cagtgtattttcatttcata A/G tatatttgattttcaggtct 


2151 


ABCA4 


78 


intronl 1 + 5687 


atcatgtaatgtactttaga C/G tcagatatataaatatttgt 


2152 


ABCA4 


79 


intronl 1 + 7136 


gacttcccaacttaccttag T/C ggagctgtagtcacatagaa 


2153 


ABCA4 


80 


intronl 1 + 7180 


acgctcataaatgcttctct G/A ggctgtaaaggttgaatttt 


2154 


ABCA4 


81 


intronl 1 + 7701 


gttagacgcaggcattacct C/T gtggctttgccccagtgtga 


2155 


ABCA4 


82 


intronl 1 + 8073 


gggatgtttgcccacatcca T/C tggcatttctcaaaaggaac 


2156 


ABCA4 


83 


intronl 1 + 8586 


cagctgcctgcgctggagag G/A gctcaaacctcttccgccag 


2157 


ABCA4 


84 


intronl 1 + 8893 


agcaaagatgccctttgact C/T cttttcccactagtggtgct 


2158 


ABCA4 


85 


intronl 1 + 9257 


gaatgaggtcacttgctgca T/A ggcaggtggcttccccatga 


2159 


ABCA4 


86 


intronl 1 + 11234 


cccaaataattttgtttttc G/A ttttaggaattaaatttcag 


2160 


ABCA4 


87 


intronll + 11641 


aagaaacaaacatttattga C/G aacttttggtgtgtgacctg 


2161 


ABCA4 


88 


intronl 1 + 11808 


tggtatttcttaaagaaata C/T caattccatttccttttaac 


2162 


ABCA4 


89 


intronl 1 + 11923 


aagatcattattaatatctc A/G tcagcgtggtgtcacttaag 


2163 


ABCA4 


90 


intronl 1 + 12055 


tgagaacattacatgggacc T/C gcccccagggcatggaggct 


2164 


ABCA4 


91 


intron12 + 305 


tcaccctgtggtcgggaggt G/A tgagtgagctatccaagccc 


2165 


ABCA4 


92 


intron13 + 1461 


ttgggtttcagtgtcagcat G/A tagctgtctactcagatccc 


2166 


ABCA4 


93 


intron14 + 1237 


aagggcaccaaagttctaag A/G gatgaggggaggagctgagc 


2167 
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ABCA4 


94 


intronH + 1268 


ggagctgagccccttgtcct T/C atctaggtttcccttgttct 


2168 


ABCA4 


95 


intron14 + 1309 


ttcccatccctcagtctgct T/C cttttcccagtaccaacatg 


2169 


ABCA4 


96 


intronH + 2979 


tcacctgtgtgggtagcaaa C/T ctcagaaaatcaagtataga 


2170 


ABCA4 


97 


intronH + 23 


gagtcctttaaaacacaaat C/G ttaatgtttgaaatcaactc 


2171 


ABCA4 


98 


intronH + 204 


tgctgggccctgtgtgatca T/G gaatggctgatcatggatga 


2172 


ABCA4 


99 


intronH + 715 


gggactcccctagagctgaa G/A tactctcccatctgtttgtt 


2173 


ABCA4 


100 


intron18 + 1282 


ggaagatgaagaacctaagc C/T gcttccagaaattcatgagg 


2174 


A6CA4 


101 


intron18 ♦ 1531 


gtctaccccttaggaccatt G/A taagagtacattgaggtaat 


2175 


ABCA4 


102 


intron19 + 1802 


actgctcacccaggaggcaa C/A gcctcgagtcatgcaccgaa 


2176 


ABCA4 


103 


intron20 - 195 


acagattattccattgtatg C/A atgaactatgtaagccatcc 


2177 


ABCA4 


104 


intron23 + 755 


ctggctgccgctggggtttc C/T tatgtccatccacggggagg 


2178 


ABCA4 


105 


intron26 + 497 


ctgagttaggtctagatggg G/A acactttggatgaatgagga 


2179 


ABCA4 


106 


intron26 + 702 


tatcaaatacaactcagacg T/G cagtctcctggcccctttga 


2180 


ABCA4 


107 


intron27 + 156 


cctgctttccaaacccttat C/T ttgattcttggtaacatgaa 


2181 


ABCA4 


108 


intron27 + 385 


tttaaagaacagtgagtcac G/A tgacttgctctttgaaatgc 


2182 


ABCA4 


109 


intron28 + 299 


gacatgccatcagaccactg C/T gagtgttcaggcagcctacc 


2183 


ABCA4 


110 


intron29 + 168 


ctccttccacacttgtgtgc A/G gggacattcactacctccta 


2184 


ABCA4 


111 


intron29 + 497 


gctgtcaataaggaccaaaa C/T agactaatttcaaattcctc 


2185 


ABCA4 


112 


intron29 + 567 


agctgctaggaataaaaagg G/A agacaaaacgatccacaagc 


2186 


ABCA4 


113 


intron29 + 577 


aataaaaagggagacaaaac G/A atccacaagctagagatggt 


2187 


ABCA4 


114 


intron30 - 2494 


aatcacagctcatctgctgc A/G tcatagggatcccaaaagaa 


2188 


ABCA4 


115 


intron30 - 2169 


aatgtaacagccaaagtcct A/G gaaaaaggcaagccagttcc 


2189 


ABCA4 


116 


intron31 + 535 


ctaactgtgaattatcatct T/G tgatcactgccctttgagat 


2190 


ABCA4 


117 


intron31 + 957 


gagttctcagcagcaaatct C/A cagtatgaaattttggattt 


2191 


ABCA4 


118 


intron32 + 445 


tccagaggtttagaacctca C/T caagtgggactctaggagcc 


2192 


ABCA4 


119 


intron33 + 48 


aggatttttgacttgcttaa C/T taccatgaatgagaaactct 


2193 


ABCA4 


120 


intron35 + 129 


tgtttagtcaggcacatatg A/C acatccgactttcaaataag 


2194 


ABCA4 


121 


intron35 + 209 


tctccccaacatttatgtgg C/A aagtaagtttacatttggtt 


2195 


ABCA4 


122 


intron36 + 3209 


ttgaggcctccacaccccac G/A gcaggttgccccctgaggaa 


2196 


ABCA4 


123 


intron36 + 3542 


cttggcagggaggtagggca T/C ggggtggggtaggaggacta 


2197 


ABCA4 


124 


intron37 + 304 


ctgggggcagccattcccca A/G cccctcacccagctctgact 


2198 


ABCA4 


125 


intron37 + 525 


taaatttgaatgagtaattc A/G tccatctcggcctcagtttc 


2199 


ABCA4 


126 


intron37 + 766 


tgttgcaggctggagaaccc T/G cctatgaattgtacagggct 


2200 


ABCA4 


127 


intron37 + 856 


aaaaccccatgaagtggtca A/G ggcaggcatcattatctcca 


2201 


ABCA4 


128 


intron38 + 62 


tagtagagtatgtgttggtc G/A agcagagccaggggcaagca 


2202 


ABCA4 


129 


intron38 + 761 


tccttgggcaagttaatctt G/A atgaagagactgggtgttct 


2203 


ABCA4 


130 


intron38 + 1315 


cagagtcagactctggaaag G/T cggggggataagaacacagc 


2204 


ABCA4 


131 


intron38 + 1316 


agagtcagactctggaaagg C/A ggggggataagaacacagcc 


2205 


ABCA4 


132 


intron38 + 1526 


ccaacatttgctaagcaccc G/A ccttcaaaaacctggtattt 


2206 


ABCA4 


133 


intron38 + 1561 


gtattttcatgtaaattatc C/A gatacacagctgctatggaa 


2207 


ABCA4 


134 


intron38 + 1562 


tattttcatgtaaattatcc G/A atacacagctgctatggaaa 


2208 


ABCA4 


135 


intron38 + 1674 


ccagctgaacaccacgtgcc G/A ggtgtgtgctgatataaaca 


2209 


ABCA4 


136 


intron38 + 2867 


tgcctggctagacaaagggg A/C agctcccgcccactagaaac 


2210 


ABCA4 


137 


intron38 + 2874 


ctagacaaaggggaagctcc C/T gcccactagaaacttgcagg 


2211 


ABCA4 


138 


intron39 + 123 


gaggggaccttgttgggctg G/A aggtgtcctgccagctggag 


2212 


ABCA4 


139 


intron40 + 1904 


gacactgtacagccagccca A/C tcctgaccccttttcttcat 


2213 


ABCA4 


140 


exon41 + 5814 


ggaaataaaactgacatctt A/G aggctacatgaactaaccaa 


2214 


ABCA4 


141 


intron41 + 122 


atttggttcccagttttatg T/G agggtcatcatccctgtgtt 


2215 


ABCA4 


142 


intron41 + 287 


tctgcagagcatgggtcagc C/T tcgagatgtctcagtactca 


2216 


ABCA4 


143 


intron41 + 411 


cctcttcccctccttgctct C/A accctgtctcagttctcagt 


2217 


ABCA4 


144 


intron41 + 443 


gttctcagtccggtttcttc G/A tatcttgcagatttatccag 


2218 
2219 


ABCA4 


145 


exon42 + 5844 


cgtatcttgcagatttatcc A/G ggcacctccagcccagcagt 


ABCA4 


146 


intron43 + 328 


tttgtagcctattcctataa A/G aatgcaccattgcttcccat 


2220 


ABCA4 


147 


intron43 + 345 


taaaaatgcaccattgcttc C/G cattacctccctccacacat 


2221 


ABCA4 


148 


intron43 + 370 


acctccctccacacattttt A/G caaaacgtttcagggagttt 


2222 


ABCA4 


149 


intron43 + 376 


ctccacacatttttacaaaa C/T gtttcagggagtttactgag 


2223 


ABCA4 


150 


intron43 + 670 


ttaaacagactggtccccta T/C gggcaggacagagaggatga 


2224 


ABCA4 


151 


intron43 + 701 


gagaggatgagctctcactc A/G tctgcctctttcctggctgc 


2225 


ABCA4 


152 


intron43 + 822 


gttaggtgctgctgacatct G/A tccagcatctgcttgactgg 


2226 


ABCA4 


153 


intron43 + 915 


ggcaggacgagtcctgagca C/T gcttcactggctcagacagg 


2227 


ABCA4 


154 


intron43 + 1242 


actgagctggacgctagaaa G/T aaactataggcttaagacac 


2228 


ABCA4 


155 


intron43 + 1671 


tagagaagtttacttccatc G/A ggacacatgcatcttttcta 


2229 


ABCA4 


156 


intron43 + 2036 


ttgaaggatactcagtaatt G/A ctttttttcttgcagtattt 


2230 


ABCA4 


157 


intron45 + 176 


gtgtttggttcacacagctc C/T ggagaaaaacaagtcacggc 


2231 


ABCA4 


158 


intron45 + 193 


ctccggagaaaaacaagtca C/T ggcacagccttgacttggga 


2232 


ABCA4 


159 


intron47 + 238 


cccaagtctctggatggggc A/G tctgatcaggatgcatgcag 


2233 


ABCA4 


160 


intron47 + 269 


atgcatgcagagcctggctg G/A gatgagggagggctgctacc 


2234 


ABCA4 


161 


intron47 + 326 


accacttatctcaacagatc C/G gggacctgtggcctatttac 


2235 


ABCA4 


162 


intron47 +715 


aagtcactaagctggttggt G/A ggaggaacagcacataaccc 


2236 


ABCA4 


163 


intron47 + 734 


tgggaggaacagcacataac C/T caccttatctatgctgaggt 


2237 


ABCA4 


164 


intron47 + 931 


ggacactgcatagatatcta T/C agaaatagcagcatgtcagg 


2238 


ABCA4 


165 


intron47 + 1260 


acactctctggtggaccatc A/C ctcatccaagagagggtaac 


2239 


ABCA4 


166 


intron48 + 1663 


tctcgctcttctcttacctc T/C aggtgtttgtaaattttgct 


2240 


ABCA4 


167 


intron49 + 127 


agagagccccacccacacca C/T ggtccctaccaagtccccac 


2241 


ABCA4 


168 


intron49 - 1545 


gcagttaattccaaactttt C/A tcccttattggatgagatca 


2242 


ABCA4 


169 


5' flanking - (1441-1400) 


gtaaatctcagttgaatcag (TCA) 14-16 atttttcagtctggttcctg 


2243 


ABCA4 


170 


intronl + (4712-4720) 


gaggggcggggactataggc (A) 8-10 cagcctaattcaaggatgag 


2244 


ABCA4 


171 


intronl + (7295-7304) 


ttgttggctttgcaatggat CACAGTCAT/A ttattcactc 
attcattcac 


2245 


ABCA4 


172 


intron2 + (951-952) 


cctgtccatcagactcttct TT/Aacctctccccgaggagccca 


2246 


ABCA4 


173 


intron3 + (2642-2653) 


cctgggtgacagagcgagat (A) 10-12 tagcatgagatattattact 


2247 


ABCA4 


174 


intron4 + 5202 


cacaaagcatctgacacccc C/A atccagccctggctaacttt 


2248 


ABCA4 


175 


intron6 + (3029-3044) 


cactaaaaacaaaaatttac (A) 16-18 cctgaaagaaattgcaggca 


2249 


ABCA4 


176 


intron6 + (5138-5139) 


ttcatgacagatcagatgtt (G) cttttatggatttacaaaga 


2250 


ABCA4 I 


176 


intron6 + (5138-5139) 


ttcatgacagatcagatgtt cttttatggatttacaaaga 


2251 


ABCA4 j 


177 


intron6 + 5985 


tttccttcttcaaacccccc C/Aagactaggagaaggtctgtc 


2252 


ABCA4 


178 


intron6 + 6094 


gggacggacagaaaaagacc T/Aagtttctgttgagccaaaga 


2253 
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ABCA4 


179 


intron6 - 161 


tattttttcaattaaataaa A/A gagttttttgtttctaaaag 


2254 


ABCA4 


180 


intron7 + (809-810) 


gggccgagtatgcacactga (TG) tgtgggaaagttagagaaga 


2255 


ABCA4 


180 


intron7 + (809-810) 


gggccgagtatgcacactga tgtgggaaagttagagaaga 


2256 


ABCA4 


181 


intron8 + (472-484) 


atcttccccacctttcacta (T) 10-13 ggtcttctatggggtaaagg 


2257 


ABCA4 


182 


intron9 + (48-71) 


gtaccctggacctcccagaa (GT) 11-13 gagagagatgtgccttcctg 


2258 


ABCA4 


183 


intron9 + 554 


ataggggcagaaaagacaca A/A ccaaaagttctctctcactt 


2259 


ABCA4 


184 


intronIO + 11 


catgatcagagtaagggggg G/A ttggaggatggggaggggag 


2260 


ABCA4 


185 


intronll + 4242 


ggagaggaaatgatgttagt G/A cctcctgtaaataggcccag 


2261 


ABCA4 


186 


intronll + (13743-13753) 


tgctcttttgtgggtaatgg (T) 9-1 1 cctcttccaggagaagaaaa 


2262 


ABCA4 


187 


intron13 + (636-637) 


cggggtggagggttgggagg (G) ctcatttgtcattatagatg 


2263 


ABCA4 


187 


intron13 + (636-637) 


cggggtggagggttgggagg ctcatttgtcattatagatg 


2264 


ABCA4 


188 


intron18 + (569-570) 


tgctgccctcatcttctctc TT/A aaactagttctgtatttctc 


2265 


ABCA4 


189 


intron20 - (304-297) 


tataacctgacttttttttc (A) 7-9 ggattgcttttttaaacata 


2266 


ABCA4 


190 


intron22 + (1236-1246) 


gctgaattagttcccttggg (T)9-11 agttaactcctgatttttgc 


2267 


ABCA4 


191 


intron26 + (4626-4635) 


gataatcaatgctgtaaggg (A) 9-10 tggcattagagatccagacc 


2268 


ABCA4 


192 


intron33 + (115-116) 


taaaaccgtcttgtttgttt GT/A ttacatggtttttagggccc 


2269 


ABCA4 


193 


intron36 + 1078 


taagcagctatcacttaaca A/A tacaaaaccagagattatca 


2270 


ABCA4 


194 


intron37 + (290-291) 


ccttgaccaaagcctggggg (T) cagccattccccaacccctc 


2271 


ABCA4 


194 


intron37 + (290-291) 


ccttgaccaaagcctggggg cagccattccccaacccctc 


2272 


ABCA4 


195 


intron38 + 896 


ataaaaagagggggaaaaaa A/A gaaggcagtcgctgcagggc 


2273 


ABCA4 


196 


intron38 + (1209-1210) 


gtggacccctgagactgact CT/A ttccagatcttgttagggtt 


2274 


ABCA4 


197 


intron38 + 1322 


actctggaaaggcggggg G/A ataagaacacagccccagca 


2275 


ABCA4 


198 


intron38 + 3107 


gggccccacctgctgaagag A/A gggggggtggggtttgcccc 


2276 


ABCA4 


199 


intron40 + 152 


ttttctccaataatacaagt A/A gaggatcgggttaaaatagg 


2277 


ABCA4 


200 


intron43 + 330 


tgtagcctattcctataaaa A/A tgcaccattgcttcccatta 


2278 


ABCA4 


201 


intron43 + 1354 


tttaattggcccagccatgc C/A tttggtggcttttgtcattg 


2279 


ABCA4 


202 


intron47 + (1305-1308) 


catcctgctgaaggagaaag AAAG/A caccaatggcccaagcccta 


2280 


ABCA7 


1 


5' flanking - 1598 


agaatgttggccccctcccc C/T tcctgcatcctctgcagaag 


2281 


ABCA7 


2 


5' flanking - 1594 


aatgttggccccctccccct C/T ctgcatcctctgcagaagcc 


2282 


ABCA7 


3 


5' flanking - 1180 


ggccagtgagtgacgggcag G/A tcgcccaaatagcagcgtgc 


2283 


ABCA7 


4 


5' flanking - 460 


agagctggggtcgtgcctcc A/G gctgggcaactgcctgtctc 


2284 


ABCA7 


5 


5' untranslated - 9 


ctctgtcccgtcccctgccc A/G gtctcaccatggccttctgg 


2285 


ABCA7 


6 


intronS + 91 


ccccgggccaaggacctccc G/A ttccaggcatccaggctgtc 


2286 


ABCA7 


7 


exon6 + 563 


cagcttgttggaggccgctg A/G ggacctggcccaggaggtac 


2287 


ABCA7 


8 


intron8 + 103 


gccggagggtcacggaaact A/G tttgaagaagtaggagttag 


2288 


ABCA7 


9 


intron8 + 166 


tgcggaggatcagaggcaca C/T gcaggagcaaggcagagggg 


2289 


ABCA7 


10 


exon9 + 955 


accggaccttcgaggagctc A/G ccctgctgagggatgtccgg 


2290 


ABCA7 


11 


intron9 + 421 


tttttttttttttttttttt T/A taagagatggagtctcactc 


2291 


ABCA7 


12 


intron9 + 463 


gttgcccaggctggactgca G/A tggcgagatcttggctcact 


2292 


ABCA7 


13 


intron9 + 467 


cccaggctggactgcagtgg C/T gagatcttggctcactgcaa 


2293 


ABCA7 


14 


intron9 + 488 


gagatcttggctcactgcaa C/T ctccgcctcctggattcaag 


2294 


ABCA7 


15 


exon10 +1184 


cgcacacgctgatgtggggc A/G cctggtgggcacgctgggcc 


2295 


ABCA7 


16 


intronIO + 10 


gagtgacggaggtgagggcc T/C gtccacctgcggggtctgtt 


2296 


ABCA7 


17 


exonll + 1388 


cctgggccccggccacgtgc G/A catcaaaatccgcatggaca 


2297 


ABCA7 


18 


intron12 + 115 


caggctgcgaactttgcacc T/G ttacaccactccacgtgacc 


2298 


ABCA7 


I 19 


exon13 + 1824 


cccttcctgctcagcgccgc A/G ctgctggttctggtgctcaa 


2299 


ABCA7 


I 20 


intron13 + 55 


ggtgcgctggagggtgacag A/G caggggcggccccacgtggg 


2300 


ABCA7 


21 


intron13 + 78 


ggggcggccccacgtgggtg C/A gcgcccccaggccaatccag 


2301 


ABCA7 


22 


exonH + 1851 


cgttgcctctcacagctggg A/G gacatcctcccctacagcca 


2302 


ABCA7 


| 23 


exon15 + 2153 


cgagggcgcgcagtggcaca A/C cgtgggcacccggcctacgg 


2303 


ABCA7 


24 


intron15 + 34 


ggcggggctccgggccgggt C/G gcacctgctttgcgggaggc 


2304 


ABCA7 


25 


intron16 + 8 


ctggacccaaagggtgaggc A/C ctacgaggcttaatagctgg 


2305 


ABCA7 


26 


intron16 + 161 


tcccgcagcttttataggcc C/T cggcccagcaggtcccggat 


2306 


ABCA7 


27 


exon17 + 2385 


caccccatctctgcagtgct G/A gtagaagaggcaccgcccgg 


2307 1 


ABCA7 


28 


exon17 + 2421 


cccggcctgagtcctggcgt C/A tccgttcgcagcctggagaa 


2308 


ABCA7 


29 


intron20 + 166 


cgagacagtaagagttgggg A/G tagacagaggttcccctgga 


2309 


ABCA7 


30 


exon21 + 3027 


ctgctgggagaccgtgtggc C/T gtggtggcaggtggccgctt 


2310 


ABCA7 


31 


intron22 + 1386 


gggtggggcgtgagccgggg C/T tccctgaagcacccctttgt 


2311 


ABCA7 


32 


exon23 + 3417 


gggatctccgacaccagcct C/G gaggaggtgtgaggcctggg 


2312 


ABCA7 


33 


intron23 + 147 


ggagctctggtggctcagat G/A tcccttgggaaggcctgggg 


2313 


ABCA7 


34 


exon25 + 3528 


gctggcctagacgtaaccct A/G cggctcaagatgccgccaca 


2314 


ABCA7 


35 


exon29 + 4046 


cccagcctgccagtgtagcc G/A gcccggtgcccggcgcctgc 


2315 


ABCA7 


36 


intron30 + 81 


ccccctgggagctctcccgg C/A ccccccggccctcagctccc 


2316 


ABCA7 


37 


exon31 + 4239 


ctgcctgcatggccccacag A/G tacggaggcttctcgctggg 


2317 


ABCA7 1 


38 


intron32 + 1 


caaggagcagctgtctgagg G/C tgcactgtgagtccctccac 


2318 


ABCA7 


39 


intron33 + 54 


ccactgcttgccactgccct G/A tctggccccttgtaggcagg 


2319 


ABCA7 


40 


intron34 + 245 


cagtactttgggaggccgag G/A caggaggactgcttgtggcc 


2320 


ABCA7 


41 


exon36 + 5057 


ggtgagccggatcttgaaac A/G ggtcttccttatcttccccc 


2321 


ABCA7 


42 


intron38 + 65 


ggcccactcacctttctgaa A/G gacctgcactctcccaggta 


2322 


ABCA7 


43 


intron40 + 154 


ctctacctcccacacgcgga C/G caggccctgagacacccctg 


2323 


ABCA7 


44 


intron40 + 277 


ctgagcccccggcgccccca T/C ccccagcgtggcccgggaac 


2324 


ABCA7 


45 


exon41 + 5592 


gtggcccgggaacccagtgc T/C gcgcacctcagcatgggata 


2325 


ABCA7 


46 


intron41 + 286 


ctccttgactctgccttctg T/C ggccctgcccacttgctcct 


2326 


ABCA7 


47 


intron41 + 389 


tggccgttcccagtttgcag C/T cgtttcactgcctcttccat 


2327 


ABCA7 


48 


intron41 + 991 ! 


cacactatggccctgcccca C/T acccatcccagctccaccca 


2328 


ABCA7 


49 


intron41 + 994 j 


actatggccctgccccacac C/T catcccagctccacccacac 


2329 


ABCA7 


50 


intron41 + 998 


tggccctgccccacacccat C/G ccagctccacccacaccatg 


2330 


ABCA7 


51 


intron41 + 1001 


ccctgccccacacccatccc A/G gctccacccacaccatggcc 


2331 


ABCA7 


52 


intron41 + 1051 


actcatgctggctccaccca C/T accatggccccgccccatac 


2332 


ABCA7 


53 


intron41 + 1131 


tgccctgccccatgcccatt A/G tgcccctgctccacactcaa 


2333 


ABCA7 


54 


exon44 + 5985 


gaagcgctctgctcgcgcct G/A gccatcatggtgaatgggcg 


2334 


ABCA7 


55 


intron44 + 201 


ggcgcaggaccaggaggcgt G/C agccgggggctctgggtgga 


2335 


ABCA7 


56 


intron44 + 233 


ctgggtggatttagaagaca C/T aatcaggtgtgcgttggagt 


2336 


ABCA7 


57 


intron44 +313 


agttaggggagggcctggtt A/G gtgggcggggccataggaaa 


2337 


ABCA7 


58 


intron44 + 337 


ggcggggccataggaaagtg G/C ggcgggggtatttattgtgt 


2338 


ABCA7 


59 


exon45 + 6133 


tggcggccgagttccctggg G/T cggagctgcgcgaggcacat 


2339 


ABCA7 


60 


exon45 + 6159 


ctgcgcgaggcacatggagg C/T cgcctgcgcttccagctgcc 


2340 
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ABCA7 


61 


intron45 + 27 


acggcgccggggtcgggctg G/C gggaggcaggctgggggcca 


2341 


ABCA7 


62 


3" untranslated + 6580 


aaggctggagagaagccgtg G/C tggtgaaaccgtgtgcatgt 


2342 


ABCA7 


63 


3' flanking +108 


caagctgagtgtgcacatac G/A ggccaagtggcgattcatag 


2343 


ABCA7 


64 


3' flanking + 376 


cttacaggagcccggtgtcc C/T ggagcacaggccagggccgg 


2344 


ABCA7 


65 


3' flanking + 687 


cagcagggagacttggggag G/A ggggagagagttcacactgc 


2345 


ABCA7 


66 


3' flanking + 688 


agcagggagacttggggagg G/A gggagagagttcacactgcg 


2346 


ABCA7 


67 


3* flanking + 1169 


cctcgacctgacccacttca C/T ggggctgcagggcgggtgat 


2347 


ABCA7 


68 


intron9 + (398-422) 


cgtgaactaccacgtcctgc (T) 22-26 aagagatggagtctcactct 


2348 


ABCA7 


69 


intron12 + (175-184) 


ggggactctgagggtctggt (G)8-10 actctgagggtctgggggcc 


2349 


ABCA7 


70 


intron30 + (81-87) 


ccccctgggagctctcccgg (C) 6-7 ggccctcagctccccttccc 


2350 


ABCA7 


71 


intron34 + (349-361) 


agaaagagaaagagagaaag (A) 12-1 4 cagaaatgtgctttgggtga 


2351 | 


ABC61 


1 


5" flanking - 1772 


cctgggcttcagcaggggcc T/C cacacctgcaatgggtgcct 


2352 


ABCG1 


2 


5' flanking - 1754 


cctcacacctgcaatgggtg C/T ctggggagagggtgcagatg 


2353 I 


ABCG1 


3 


5' flanking - 1450 


tccaaagcccagatttggtg T/C ttttggggctcttttggaat 


2354 


ABCG1 


4 


intron! + 4 


ctggtggaggaagaaaggta G/A ggagggcggctgctttgtgt 


2355 | 


ABCG1 


5 


intronl + 576 


agctcaggaggtgtctggaa C/T gccacacagtgcaggagttt 


2356 i 


ABCG1 


6 


intronl + 1426 


aattctccttctcaacttaa A/G gaaatattttatagaaaaat 


2357 


ABCG1 


7 


intronl + 2342 


agagcctgcaatgggccgcc G/A agggacctgcccatgactca 


2358 


ABCG1 


8 


intronl + 2399 


gaggggttgacagacaggat A/G tgtctgctgtgttccagctg 


2359 


ABCG1 


9 


intronl + 2406 


tgacagacaggatatgtctg C/G tgtgttccagctgctggttt 


2360 


ABCG1 


10 


intronl + 2911 


ccctctctgtgcccactgtt G/C tcccaacaccagcctgttct 


2361 


ABCG1 


11 


intronl + 4363 


tataatagattcctagcaga A/G aacataattgtgagaggaac 


2362 


ABCG1 


12 


intronl + 4752 


gctttcagagcccattcaca C/T aagggtctcattttattagg 


2363 


ABCG1 


13 


intronl + 5026 


ccaggtctgtgggatttcag G/A ccaaaaaggagcgtagcaag 


2364 


ABCG1 


14 


intronl + 5532 


gggttaaatattccgggcag C/T gccaagtcagattatctgta 


2365 


ABCG1 


15 


intronl + 5681 


gctaaagtgcatggaaggca T/C catgaataaatcctttcagg 


2366 


ABCG1 


16 


intronl + 6290 


tcacagcagattcatgagag T/A tgaatgtttagccgccatgt 


2367 


ABCG1 


17 


intronl + 6386 


agatgctcccctccagccag C/T acattttctccctgtgagca 


2368 


ABCG1 


18 


intronl + 6758 


acctgcatggtgggtgcccc C/G ctgccttcctctactgcctt 


I 2369 


ABCG1 


19 


intronl + 7029 


tgggtcagattaaatatatc C/T tgaaggactaaaccgtaaaa 


I 2370 


ABCG1 


20 


intronl + 7176 


ttgctcacattgtgaaaaaa C/G gcaaaaagatgggttttcag 


j 2371 


ABCG1 


21 


intronl + 9243 


gcctgagagcgctggcagta G/A gaagggtcgccagtgtggac 


I 2372 


ABCG1 


22 


intronl + 11224 


tctggtttagagaggaaaat G/A ggcagcatcattttgtcacc 


2373 


ABCG1 


23 


intronl + 11371 


gggctctcttggagcccttt T/G tctctcccagccctgcgtct 


2374 


ABCG1 


24 


intronl + 12420 


gggatttcgaatctcaacac T/C ctgagctctgtgctttcccc 


2375 


ABCG1 


25 


intronl + 12484 


gagttgtcctccaagagaat C/T tttgtatggttccttttctg 


2376 


ABCG1 


26 


intronl + 12955 


ctggggttggtgggagccac A/G gtctcacacctattggcagg 


2377 


ABCG1 


27 


intronl + 12985 


ctattggcaggtcgtgaaca T/C tgttcttggatttgcaaa'ta 


2378 


ABCG1 


28 


intronl + 20041 


acatggccggcttcccttct T/C cctcggaatggcctggaatt 


2379 


ABCG1 


29 


intronl + 20046 


gccggcttcccttcttcctc G/A gaatggcctggaattcgatc 


2380 


ABCG1 


30 


intronl + 21058 


acaagacttagaatttgacc G/A tgattttaaaactattctaa 


2381 


ABCG1 


31 


intronl + 26189 


ttcttggatgtggccatgca C/T gggggcaagggtttgatgag 


2382 


ABCG1 


32 


intronl + 27453 


atcatgtggtttgggggaaa G/C ctgggaccccacttggtaca 


2383 


ABCG1 


33 


intronl + 28098 


caggaaggagacagctgctg G/C tgctgcttagagttaggcgc 


2384 


ABCG1 


34 


intronl + 29670 


ccttcagttgtaataggcag A/G aggagcgcacgaggaggctg 


2385 


ABCG1 


35 


intronl + 29810 


attgtttctcctggttttgt T/C tgtgttgactttccctttaa 


2386 


ABCG1 


36 


intronl ♦ 36220 


cagatcccttggttgctggg C/T aggtagtaggagaggttttt 


2387 


ABCG1 


37 


intronl + 36341 


aaacagggcttgagtcctcc G/A taagggacaggagaccttcc 


2388 


ABCG1 


38 


intronl + 36370 


aggagaccttcccacatcct G/A gcaagaattcttcttttttc 


2389 


ABCG1 


39 


intronl + 36662 


cagactaaatgcacaattct G/A gattgagctgactgtattga 


2390 


ABCG1 


40 


intronl + 36914 


tgtaaaagatggagaagaac A/G cagtagtcgcttgctgtgag 


2391 


ABCG1 


41 


intronl + 37029 


tgtgactcatggcctctgcc A/G ggggactgggctggccctgc 


2392 


ABCG1 


42 


intron4 +1196 


tgaaaagaaaatggatgagt G/A gaaaccaaaagagagaaaat 


2393 


ABCG1 


43 


intron4 + 1200 


aagaaaatggatgagtggaa A/C ccaaaagagagaaaatgtgg 


2394 


ABCG1 


44 


intron4 + 2041 


aagcagaggcttttccaccc G/A gagactcaagaagctgctcc 


2395 


ABCG1 


45 


intron4 + 2490 


gtggtgaagtagagctgagc A/T cacgggggagccctccatcc 


2396 


ABCG1 


46 


intron4 + 2552 


atggccttgggccactgcct G/A ctgtgccccgagccgagctt 


2397 


ABCG1 


47 


intron4 + 2822 


cagcaggctccgtgctgaag T/C cacagcaagccaggcccttg 


2398 


ABCG1 


48 


intron4 + 2850 


agccaggcccttggcctgcc G/A gagctggaagacccagaaca 


2399 


ABCG1 


49 


intron4 + 2919 


gcctcccaggagtagctaca C/T gggacccgaaggcagatggc 


2400 


ABCG1 


50 


intron4 + 3506 


ggcagcctgggctgccgaga T/C cctccctggagcgcccgccg 


2401 


ABCG1 


51 


intron4 + 3538 


cgcccgccgggaagccccag G/A ggggctggagctacaagtgg 


2402 


ABCG1 


52 


intron4 + 3554 


ccaggggggctggagctaca A/G gtggccttgcaggttttttg 


2403 


ABCG1 


53 


intron4 + 3721 


ccagctcatgggcaggggtg C/T ggagggaaaggcacccacag 


2404 


ABCG1 


54 


intron4 + 3852 


caccagagccactcagtcgg C/T caagagcgtcgcccagtggt 


2405 


ABCG1 


55 


intron4 + 3921 


gaagaccagcagtcgatgcc A/G gctgggaagagggctctgcc 


2406 


ABCG1 


56 


intron4 + 3979 


acccaccagccttttccaga C/T agccttccagaagctgtttc 


2407 


ABCG1 


57 


intron4 + 4291 


gagccgctggagtagggtcc G/A cttgctatggctcccagggg 


2408 


ABCG1 


58 


intron4 + 4922 


gaaaccaccagaaattgtgc A/G tcctctcatgtgtccattca 


2409 


ABCG1 


59 


intron4 + 4968 


tattgactggacaccttctc C/T gtatggggcactgggctagg 


2410 


ABCG1 


60 


intron7 + 672 


atcagtaacgggtcactaac G/A gatgctgctgagtggggcag 


2411 


ABCG1 


61 


intron7 + 840 


atttcatttcctcaatgtcg T/C ctgaccagagagcgggaggt 


2412 


ABCG1 


62 I 


intron7 + 891 


tggcccactgttgagggtgt G/A ggtgaccagaggggcctgga 


2413 


ABCG1 


63 


intron7 + 997 


tgtgtcctggtttgtggctt C/G atctaggaggtgtggtggcc 


2414 


ABCG1 


64 


intron9 +1616 


ctggaggagaagacaggata A/C agtctaagacgtgctgtcac 


2415 


ABCG1 


65 


intron9 + 1630 


aggataaagtctaagacgtg C/T tgtcacagagttcagggtcc 


2416 


ABCG1 


66 


intron9 + 1674 


gcttccaaaggccgcatccg G/T gttgttctctgagccgagga 


2417 


ABCG1 


67 


intron9 + 1689 


atccgggttgttctctgagc C/T gaggacggctttgcgaacgc 


2418 


ABCG1 


68 


intronIO + 446 


tggctgacagtgaacacagc G/A gctgcttctccagaacttta 


2419 


ABCG1 


69 


intronIO + 581 


atgcagagtttcagaagagg C/G agactcaggaagagtaaggc 


2420 


ABCG1 


70 


intronl 3 + 243 | 


acccggagagccatggcagg A/C ccaagtgttctggacgttgc 


2421 


ABCG1 


71 


3" untranslated + 2370 


gcctctcagctgatggctgc A/G cagtcagatgtctggtggca 


2422 


ABCG1 


72 


3'flanking + 1124 


ctcagaactacatcgagtga G/A gtcagtgttgaaaacgccca 


2423 


ABCG1 


73 


3' flanking + 1252 


atggggcccacagccctgcc T/C cagaagcagctttggtctcg 


2424 


ABCG1 


74 


3'flanking + 1433 


gggggaagagcttgggaacc A/G tgagggctgttaggctgcaa 


2425 


ABCG1 


75 


3'flanking + 1513 


tgaagggtgaactggagtag G/C tgaggattctgcagttgacg ! 


2426 | 



28/39 



Table 1 



JP2001 -256862 



Des i g- 
nation of Gene 


No. 


Locat i on 


Sequence 


SEO ID NO 


ABCG1 


76 


intronl + (19909-19944) 


ccgatgaggaggggatgggg (CACCAGGCAGCAGACTCTGA 
TGAGGAGGGGAGGGGG) caccaggcagcagactctga 


2427 


ABC61 


77- 


intronl + (19909-19944) 


ccgatgaggaggggatgggg ca 
ccaggcagcagactctga 


2428 


ABCG1 


78 


intronl + (25136-25137) 


catgaacttgcctgaccata (G) ccctgtgaggagctagggct 


2429 


ABCG1 


79 


intronl + (25136-25137) 


catgaacttgcctgaccata ccctgtgaggagctagggct 


2430 


ABCG2 


1 


intronl + 152 


tcatttgaaagtgggtatgc G/A gtttaaaactgacagttcaa 


2431 


ABCG2 


2 


intronl + 614 


agctagtcataaataaatac G/A ccagagtagtaaggaagaga 


2432 


ABCG2 


3 


intronl + 10002 


cctcatgaatggtatacatg T/A cccaacatatctctttcgat 


2433 


ABCG2 


4 


intronl + 10123 


acagtggtccctttgggtgc G/A tatacccaaatccctgcata 


2434 


ABCG2 


5 


intronl + 10768 


ataggaataattgagaacag G/A gtctgaagaactctgcagga 


2435 


ABCG2 


6 


intronl + 10791 


ctgaagaactctgcaggaaa T/C gaaaatagttccctgctttt 


2436 


ABCG2 


7 


intronl + 10792 


tgaagaactctgcaggaaat G/A aaaatagttccctgctttta 


2437 


ABCG2 


8 


intronl + 14183 


tcacttaaggctttgcaggg T/G gtctaggacacagaaagaga 


2438 


ABCG2 


9 


intronl + 14934 


aaagtgtctttaaaatttcc A/G tcttgagtcagtgagctatt 


2439 


ABCG2 


10 


intronl + 14955 


tcttgagtcagtgagctatt G/T aaattcaagcaataagttat 


2440 


ABCG2 


11 


intronl + 17251 


ctgtttgggaacagcaactc A/C atcataggcagagagaaagt 


2441 


ABCG2 


12 


intronl + 17347 


atttcaaacctgtttcacaa G/A ttgttaagctcatcttaagg 


2442 


ABCG2 


13 


intronl + 17626 


gaaggtgcataacaacttcc T/G acataaagtctggagctata 


2443 


ABCG2 


14 


intronl + 18271 


aaatgaagctgctcattgcc A/G cacatttaaaaatggacttg 


2444 


ABCG2 


15 


intronl + 18369 


ctattgcttttctgtctgca G/T aaagataaaaactctccaga 


2445 


ABCG2 


16 


exon2 + 34 


atgtcgaagtttttatccca G/A tgtcacaaggaaacaccaat 


2446 


ABCG2 


17 


intron2 + 36 


tgtaaaaagacagcttttta A/G tttacctacagtgaacctca 


2447 


ABCG2 


18 


intron2 + 4230 


caaccctaaattggagggcc C/T gggcgtggtgattgagaaag 


2448 


ABCG2 


19 


intron2 + 4518 


gttgacagacttttatagtg A/C gggacactgacctgcatgca 


2449 


ABCG2 


20 


intron2 + 6278 


atgtatgtaccacgtcttca T/C attcttaaaggatgacccta 


2450 


ABCG2 


21 


intron3 + 10 


ggcaaatcttcgtgagtata A/G gagagtataagtaagcgttt 


2451 


ABCG2 


22 


exon5 + 421 


tgacggtgagagaaaactta C/A agttctcagcagctcttcgg 


2452 


ABCG2 


23 


intron6 + 3158 


actattctagttgattctag A/G ttgtcaatacaacacactga 


i 2453 


ABCG2 


24 


intron6 + 3203 


tcctattctgttttaataaa A/G gcattgaatttaggtttgct 


2454 


ABCG2 


25 


intron6 + 3287 


gtcaggctgaactagagcaa A/G caatctaaaggcaagaatag 


2455 


ABCG2 


i 26 


intron7 + 179 


ttcatttttgtagcaccagc T/C tgttatttaggtatctttct 


2456 


ABCG2 


27 


intron9 + 5677 


gcacttggactttgctttgc T/C acatacttgcattgctctgc 


2457 


ABCG2 


28 


intron9 + 5974 


tatactaataaatggtgtgt A/T taagtttttatctctaattg 


2458 


ABCG2 


29 


intronl 0 + 1908 


gacgcttatgtgcagcctat G/T ttgatgtctggaaaggctga 


2459 [ 


ABCG2 


30 


intronIO + 2094 


ccctgagggctgaggtatct G/A gattatttccagacttgcta 


2460 


ABCG2 


31 


intronl 1 + 20 


tgtgagtaggtctttgttct A/G ggaacggggctgtccagcag 


2461 


ABCG2 


32 


intronl 1 + 1447 


tgttcttcaaggaaagcccc C/T gtcaaagaaggaaaagaagc 


2462 


ABCG2 


33 


intronl 2 + 49 


atgtctttagtcttgcctat G/T ggtgaagtcagttgcacctt 


2463 


ABCG2 


34 


intron12 + 1566 


tatgcagttacatggacaga C/T acaacattggagaccgaggg 


2464 


ABCG2 


35 


intronl 3 + 40 


gctctgataaggaattgttt C/T tttccttcatttcttcctgc 


2465 


ABCG2 


36 


intronl 3 + 1823 


ttactcaagcaggcctgact C/T ttagtatttgctttttgtag 


2466 


ABCG2 


37 


intronl 4 + 497 


ctaatgaaaacaaacaagaa T/C gaaagattgtcactgtaaat 


2467 


ABCG2 


38 


intronl 4 +815 


taactctttggaaacttctt A/G aaatttaaaactgtttacct 


2468 


ABCG2 


39 


intronIS + 110 


ccaggggcactgaatttttc C/T gagcctacgttttctcatcc 


2469 


ABCG2 


40 


intronl 5 + 566 


gccgcatagtcatgtgttgt T/A gtttttaaattaacttggaa 


2470 


ABCG2 


41 


intron15 + 639 


aacaagaaacacttgaataa G/A ttgagaaaaaaccccgtttt 


2471 


ABCG2 


42 


intron15 + 1197 


tgagtagctgggattacagg C/T gcccaccaccacacctggct 


2472 


ABCG2 


43 


intronl 6 + 520 


catcaattcaggtcaagaaa T/C agaagattgtagcacacaaa 


2473 


ABCG2 


44 


5' flanking - (998-995) 


gttgggatggctacactcac TCAC/A aaagcctgatggcccgtttc 


2474 


ABCG2 


45 


intronl 3 + 405 


ctgctagtttattttttttt T/A aacatttttaatttatgttt 


2475 


ABCG2 


46 


intronl 3 + (692-702) 


tcaatatgtttctgcttatc (T) 9—1 1 aatggttacttaatcctaat 


2476 


ABCG2 


47 


intronl 5 + (645-650) 


aaacacttgaataagttgag (A) 7-8 ccccgttttcacataatgtt 


2477 


ABCG4 


1 


intronl + 84 


ggcctgggtgtcccatgttc G/A gaaagtcctgcaccagtggg 


2478 


ABCG4 


2 


intron2 + 77 


gaacacagaaggtattctga A/G agggcattgacccccatcct 


2479 


ABCG4 


3 


exon6 + 679 


tggtgtccctcatgaagtcc C/T tggcacaggggggccgtacc 


2480 


ABCG4 


4 


intron7 + 95 


ggcctcctaggggtagagat C/T tcaccgtcgcctgccttccc 


2481 


ABCG4 


5 


intron7 + 158 


cttgcccttgggaagtgagt G/A tgaatctaaactgagctctc 


2482 


ABCG4 


6 


intron8 + 106 


ccccagaggcattgcaacca A/G tgggtgctaggaagaaccta 


2483 


ABCG4 


7 


intron8 + 1089 


aggtacacaacttaatggta C/G aagattctctgtagacctgg 


2484 


ABCG4 


8 


intron11 + 1113 


acgtgagacgagataagtga T/C ggtcatatggccagggagga 


2485 


ABCG4 


9 


intronl 1 +1120 


acgagataagtgatggtcat A/G tggccagggaggaaggggac 


2486 


ABCG4 


10 


intronl 1 +1173 


gggggacagcttgaacaaga A/G tgtggaggcaggatggacac 


2487 


ABCG4 


11 


3' untranslated +2758 


gagtgacaggcacatacatg A/C gaacaggccatctcagccct 


2488 


ABCE1 


1 


5' flanking - 158 


aactcagattctcggcacct C/T cagcagctggcttcgccaac 


2489 


ABCE1 


2 


intron9 + 237 


ctgaaattatatgcaaattc C/T gtagctttataggaagcaga 


2490 


ABCE1 


3 


intron9 + 4203 


ttgtgtaggaagctgataca T/G taatttgacatatgagatgt 


2491 


ABCE1 


4 


intronIO + 1811 


ccaagaaacttcagctttct C/T ttcacttaaatataggaaac 


2492 


ABCE1 


5 


intronl 7 + 2301 


atatccagaaacagatggta T/C gtgcagaacaggttgtacag 


2493 


ABCE1 


6 


3" untranslated +1810 


tggatgattagactgactct G/C agaatattgataagccattt 


2494 


ABCE1 


7 


intronl + (5349-5363) 


tttgtctgggttggttgggg (T) 13-16 gagactgggtctgactctca 


2495 


ABCE1 


8 


intronl + (5845-5854) 


tacatttgtcaaaatttata <T) 9-10 gcagataatcatttcatctc 


2496 


ABCE1 


9 


intron5 + (836-851) 


taaattcacatgattctgta (T) 14-1 6 aggatcctcctgactggcag 


2497 


ABCE1 1 


10 


intron8 + (1153-1169) 


tctttcaaacttatatttgc (T) 13-1 7 catagtttcatgtttgatga 


2498 


ABCE1 


11 


intron9 + (1023-1024) 


ttgctctgtttcaaatctct (T) attcatgggccagcagctcg 


2499 


ABCE1 


11 


intron9 + (1023-1024) 


ttgctctgtttcaaatctct attcatgggccagcagctcg 


2500 


ABCE1 


12 


intron9 + (2338-2346) 


agtgtagatggacctcgggg (A) 8-9 ctagttaaggaaaagtaata 


2501 


ABCE1 


13 


intron9 + (3213-3221) 


ttccaattttccattgttac (T)8-9 cttgccagattactcctgaa 


2502 


ABCE1 


14 


intronIO + (284-299) 


tcctctgcattttggcttct GCAGTATTACTGTAGT/A atttg 
tcattttcaaattaa 


2503 


ABCE1 


15 


intronIO + (840-853) 


ttttttggtttctttctttc (T) 13-14 aatcttggaggaatcttttt 


2504 


ABCE1 


16 


intronl 6 + (1163-1172) 


gattagaaatccaggttaaa (T)9-10 gttttgcacaaaaatattac 


2505 


ABCE1 


17 


intronl 6 + (1372-1382) 


taaaatttaatcaaaattga (T) 10-11 ctcttagtcctcaaaccctt 


2506 


CHST1 




intronl + 2475 j 


taaatggagaaaataacacc G/A acctgatagcattgttgtga 


2507 


CHST1 


2 


intronl + 2612 


aaactccccaagcatgctca C/A ctagatccttaccctaggtc 


2508 


CHST1 


3 


intronl + 3900 


gccctgcccccactcccaga C/G ttgcggccctccagcccctt 


2509 


CHSTt 


4 


intronl + 6520 


cctcccccagaggagctggg C/T acactggggccttgtgttgt 


2510 
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CHSTt 


5 


intronl + 7534 


attgtgtgttggcatactgc T/C cacatggaaggatgctctag 


2511 


CHST1 


6 


intronl + 7911 


ttttccttaggaagaaaaac 6/A ccttgctgttttatgcattt 


2512 


CHST1 


7 


intronl + 7963 


aaaacattcatgggggatta 6/C tgctggctacgtcagagtca 


2513 


CHST1 


8 


intronl + 9173 


gcgctgccacagatcaggcc G/A aggtgggggacagaaatgcc 


2514 | 


CHST1 


9 


intronl + 9701 


cccagaattctgaatacagc A/G gcgatgacgggactacgagg 


2515 


CHST1 


10 


intronl ♦ 12132 


aacagatccacaggaccaga C/A agcaaaggggaggaacatgc 


2516 


CHST1 


11 


intronl + 12465 


atgcagggaaggggcttggc G/A caaaactgtcaactgagata 


2517 


CHST1 


12 


intronl + 12561 


atgctccctggtccactttc G/A ctttgagtttcaggtagctg 


2518 


CHST1 


13 


intron3 + 529 


ccatggtctgcaggggtcct T/G catgctcaggggattggggt 


2519 


CHSTt 


14 


intron3 +617 


agaggacagaggaaagagga C/A cacctggagaactgggcgcc 


2520 


CHST1 


15 


intron3 + 796 


aagaggcttccgcagctgtc C/T gcaggttaaatcctggggtg 


2521 


CHST1 


16 


intron3 +818 


caggttaaatcctggggtgc A/G aggaatgtttgttcagctcc 


2522 


CHST1 


17 


3' flanking + 762 


ataactggtacaggtttact G/C gtgtctacactggcagagaa 


2523 


CHST1 


18 


intronl + 7874 


gttttccccttgccttgcct T/A cattttcatcacctcatttt 


2524 


CHST1 


19 


3* flanking + (335-349) 


cacactgccacacctggcta (T) 12-15 ggattttagtagagacgggg 


2525 


CHST3 


1 


5' untranslated - 294 


tccagcgtgccgaccggccc C/G gcagcgcctccatccctccg 


2526 


CHST3 


2 


intronl + 96 


gcgtccaggcgcgcgcgcca G/A actttggagggagaaggggg 


2527 


CHST3 


3 


intronl + 4467 


agagaagaatggggcagagc C/G ggagcagccaggggaggtga 


2528 


CHST3 


4 


intronl + 4853 


ggatgagcactgcccagctg A/G tccctgcccaccttccacag 


2529 


CHST3 


5 


intronl + 4965 


tccactgcagaggggacaca G/C tgaccaggacggaagttggg 


2530 


CHST3 


6 


intronl + 5046 


gggctgtccatctttgtacc C/T ctggttccatcccagtgcct 


2531 


CHST3 


7 


intronl + 5300 


ccttttcttctctaaggcct A/G aagagatgacagaatgctgc 


2532 


CHST3 


8 


intronl + 5354 


agcgcgtggactccacagcg G/A ggtgtggggtggcccctggc 


2533 


CHST3 


9 


intronl + 5428 


gacacgcttcagccctctgt C/G tctattgccccaaatctggc 


2534 


CHST3 


10 


intronl + 5621 


ctgtggcttccctgggccct A/G ggaaatttatcactgaggtt 


2535 


CHST3 


11 


intronl + 6555 


gagtggggcactgctggaag G/C ttctggttcctgctttgttc 


2536 


CHST3 


12 


intronl + 6990 


aaacacactgggccaccccc G/A tccccgcactgtgactacac 


2537 


CHST3 


13 


intronl + 7133 


ctgagggcctgtcctgcagg T/G ttgatgtgtctgaagaggcc 


2538 


CHST3 


14 


intronl + 7161 


gtctgaagaggccccgagaa T/C agaaatctagaacctgccag 


2539 


CHST3 


15 


intronl + 7199 


cagtcacgaagcagtgtcac C/T caccagaggatgaagaactg 


2540 


CHST3 


16 


intronl + 7316 


cttgcatctggtgtaggtgc C/T tgggggtagcgtgcccagga 


2541 


CHST3 


17 


intronl + 7967 


gacaggaaccccaccccgag T/G gatgtctggccctgtgacct 


2542 


CHST3 


18 


intronl + 11412 


gcttgcacttctgattcatt C/T tgcagtcactggctctttgt 


2543 


CHST3 


19 


intronl + 11591 


ccctggaagggcctcactgc G/A gtgactcattacccagcatg 


2544 


CHST3 


20 


intronl + 12541 


acccacacagcatgaatggg G/C ccagccccagcctgcccgct 


2545 


CHST3 


21 


intronl + 12672 


gtagccacagctggggctgt G/C gggtcagggcatggcaaggg 


2546 


CHST3 


22 


intronl + 14809 


ggatgtgtagggtttgggct C/T ggccttaagggatgggtgga 


2547 


CHST3 


23 


intronl + 16161 


gatgctggtcaggcattgtc G/A ttgggatctttaacaccacc 


2548 


CHST3 


24 


intronl + 16385 


tatttagcatgtgggtttca A/C ctttctgttttttcaaaggg 


2549 


CHST3 


25 


intronl + 33638 


gacttgggccacgtccttgg G/C catgaatcttggtctatgtc 


2550 


CHST3 


26 


intronl + 33878 


agcaagaaagtgtgctcccc C/T acagccccactcaggcataa 


2551 


CHST3 


27 


intronl + 34690 


agcacacatggagctttccc G/A cagtgggtttcagcgctccc 


2552 


CHST3 


28 


intronl + 35145 


agggaagccgaagcctcact T/C gctggggcttgcctggcctc 


2553 


CHST3 


29 


intronl + 35340 


tgtgaagttttgcccacagt T/C ggtggccatggttcgcaccg 


2554 


CHST3 


30 


intronl + 35436 


gccactcatgtatggagcaa T/C tgcctttttttcttcctctt 


2555 


CHST3 


31 


intronl + 36150 


ccatagaagaggctgggcct G/T aggaagccagggaagcagga 


2556 


CHST3 


32 


intronl + 36194 


ggtgtggggaggccagcagg G/A gtgtgggcctcagcggggag 


2557 


CHST3 


33 


intronl + 36561 


ctctggtgtttgctgtcaat A/G tgcagagtgctggacaaaac 


2558 


CHST3 


34 


intronl + 37602 


ctggaacagcaacttaaaaa A/T agaaatagtccctggaaggg 


2559 


CHST3 


35 


intronl + 37725 


gggtagccagggcagctccc C/T gacccgcacctgcctttt 


2560 


CHST3 


36 


intronl + 37734 


gcagctccccgacccgca C/G ctgccttttcacccctctcc 


2561 


CHST3 


37 


intronl + 38208 


gccattctagatgcgagtcc C/T gactttggggtgcttgca 


2562 


CHST3 


38 


intronl + 38219 


cgagtcccgactttgggg T/C gcttgcattctgggaaggga 


2563 


CHST3 


39 


intron2 ♦ 255 


ctacagctgtgaaaggttag A/G caagatacttaacatttctg 


2564 


CHST3 


40 


3' untranslated + 2202 


acacctcagaggagcctgtg C/A ttaacatttgtaggattatt 


2565 


CHST3 


41 


3* untranslated + 2569 


aggcctcatctggggtaggg C/G caagaggaaagtacagagtg 


2566 


CHST3 


42 


3' untranslated + 2717 


ctggaattcctccttagggc C/T ctgggaagagtattgcttaa 


2567 


CHST3 


43 


3' untranslated + 2753 


cttaacgcaggatgtgctgg G/A tgttttgtttcgggctttta 


2568 


CHST3 


44 


3' untranslated + 2800 


gcttggtgtctttcttgttt C/T atggctgtgtttttgctttt 


2569 


CHST3 


45 


3' untranslated + 3283 


ccgagggctgcccagctctg C/T ttctggtttcctggacaatt 


2570 


CHST3 


46 


3' untranslated + 3327 


ctgtcagatacggcccattg T/C aaacccagagggctgcattt 


2571 


CHST3 


47 


3' untranslated + 3787 


gttccccatgtggaggtcgg A/G ggggctgggactggggaggg 


2572 


CHST3 


48 


3' untranslated + 3860 


ggccctgctaatgtggacag T/C agactttatccctccttctt 


2573 


CHST3 


49 


3' untranslated + 4915 


ccagatgtgcatagaagcca G/A tctctgtcacatacaccgca 


2574 


CHST3 


50 


3' untranslated + 4993 


taaagcaaatttaggctttt G/A tccttctgcaatacatgcac 


2575 


CHST3 


51 


3' untranslated + 5223 


ggaaggagcttcagcaggag G/A tccttcccagaaggttgatt 


2576 


CHST3 


52 


3' untranslated ♦ 5370 


tcatacctgtaatcccagca G/T ttggggaggccaaggtggga 


2577 


CHST3 


53 


3' untranslated + 5545 


ccattcccaaagtcagaaag T/C gaagccagatctcaagggct 


2578 


CHST3 


54 


3' untranslated + 5859 


caaaagcacaaagcagaatt G/C gcaacttcacttgtctca 


2579 


CHST3 


55 


3' untranslated + 5870 


cagaattggcaacttcac T/A tgtctcaagagctccaagat 


2580 


CHST3 


56 


3' untranslated + 5971 


ttccaaggctacagacatgg C/T gccatcctcacaggcctagc 


2581 


CHST3 


57 


3' untranslated + 6208 


atttcatgtctgcatggtac G/A agacaccccttcacggca 


2582 


CHST3 


58 


3' untranslated + 6223 


tacgagacaccccttcac G/A gcatacactgccatggtatg 


2583 


CHST3 


59 


3* flanking + 281 


agacaggagtgttgggccag C/T ggtcagggggcctggggatg 


2584 


CHST3 


60 


3' flanking + 997 


acctcttaaagtatttgagc C/T ggtgcctgtcatcccaacct 


2585 


CHST3 


61 


intronl + 22595 


cgggagcaggaaaaaaaaaa A/A gaataagaagaaaagaggct 


2586 


CHST3 


62 


intronl + (35423-35424) 


gctcatgctcacagccactc AT/A gtatggagcaattgcctttt 


2587 


NDUFV1 


1 


intron3 + 670 


ctgggtggagtggggtggca T/C ggagttgaagacccagtcct 


2588 


NDUFV1 


2 


intron6 + 160 


tgtgccggccccagccctga C/G catgcatccctttggggacc 


2589 


NDUFV1 


3 


intron9 + 27 


accacccttctgcgtagcac G/A gagggtgggtggcatcaagg 


2590 


NDUFV1 1 


4 


3' flanking + 1111 j 


tgtaggctgaggtcagcccc A/C atccagtccaaagcccaccc 


2591 


NDUFV1 


5 


3' flanking + 1658 


gaatgcggaagtgctctgtg G/A gcacccaccatgctccgggc 


2592 


NDUFV1 


6 


3' flanking + 1713 


gatctggggcggagggtaca C/T ggggctggcgctgggtgaag 


2593 


NDUFV1 


7 


intron4 +214 


tggtgtaaattttttttttt T/A gcttcaaaaatatagtattt 


2594 


NDUFV1 


8 


3* flanking + (772-774) 


tgaactcggggttcagggtc TTC/A ctgtgaacactggttttgaa 


2595 


NDUFV2 


1 


intronl + 526 


ggaaatgctggctaaataaa C /T ggtatcaaactaactctgaa 


2596 


NDUFV2 


2 


intronl + 6689 


tcgttggatggtagtattgt T/G tgaacaacagaagaaattca i 


2597 
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NDUFV2 


3 


intronl + 14767 


ccaaatgcatgccagcagag C/T gtggcaggaaggtacacaag 


2598 


NDUFV2 


4 


exon2 + 86 


aaggaatttgcataagacag T/C tatgcaaaatggagctggag 


2599 


NDUFV2 


5 


intron2 - 29 


cagaagatcttactctctaa T/G gaagctggataacacttttt 


2600 


NDUFV2 


6 


intron2 - 168 


tttactttggtaatcatact T/C atcaaatgtgtgtttagaca 


2601 


NDUFV2 


7 


intron4 + 677 


aaaccacatactatttgatt C/A tgatgagaatcacataacca 


2602 


NDUFV2 


8 


intron4 + 2295 


tatgattcaactttcaaaag A/T gtattgtgatatgaaataga 


2603 


NDUFV2 


9 


intron5 + 102 


caacttctgccatcttattg G/A atctgtacttacctagtaat 


2604 


NDUFV2 


10 


intron7 + 5466 


tggtaagaggctttaagata A/C caaatgctcagctttcagga 


2605 


NDUFV2 


11 


intronl + (13562-13563) 


tactcttaaaattaatcctt (CTT) ttattataagtatacagtct 


2606 


NDUFV2 


11 


intronl + (13562-13563) 


tactcttaaaattaatcctt ttattataagtatacagtct 


2607 


NDUFV3 


1 


5' f I ank i ng - 606 


aattacgactaacgttgggg A/G cgaactctttgctaaataaa 


2608 


NDUFV3 


2 


5' flanking - 222 


cgccgcgcccccgccacagc G/A cccaggcgcccgcagggcac 


2609 


NDUFV3 


3 


5'flanking - 111 


tggccccaagggaggcactt A/G gccctactggggatgcgcgc 


2610 


NDUFV3 


4 


intronl + 137 


ttgggccgctgaccccgctc C/T ctgggcccaggactgaccgc 


2611 


NDUFV3 


5 


intron2 + 152 


tatacaagacacaagatcta T/C aacagattttagaccaaaca 


2612 


NDUFV3 


6 


intron2 + 6304 


ttcacagatgaaggggttcc G/A aaatttttgtcaagaaagac 


2613 


NDUFV3 


7 


intron2 + 6433 


tcgccttcgtcttcatcctc T/G tccagctcctctgattctga 


2614 


NDUFV3 


8 


intron2 + 6563 


cctttgaaaacagagccccc C/T gagttacagtatcagcaaaa 


2615 


NDUFV3 


9 


intron2 + 9619 


actatcttctgtgcgcatgc G/A cagagcccaccttgcagagc 


2616 


NDUFV3 


10 


intron2 + 9858 


aggatgccagctctttaaat G/A agacatcgtttttgcttaac 


2617 


NDUFV3 


11 


intron2 + 11673 


cttggtaggtaagcgcctgt A/G tgtgagccaagtcattcata 


2618 


NDUFA1 0 


1 


5'flanking - 1734 


tgcaccttgaactgtttact T/C tcctgtaaccatttaccctt 


2619 


NDUFA10 


2 


5'flanking - 1492 


aaaacatccacgcaaacagg T/C tgtgagaagttacgtctgcg 


2620 


NDUFA10 


3 


intron3 + 370 


aagactgtgcatgtgccatg C/A agacagagatgtggatgcca 


2621 


NDUFA1 0 


4 


intron3 + 2485 


ttgttattttcttttctctg G/A aatgcagtgatcagttgaca 


2622 


NDUFA1Q 


5 


intron4 + 236 


ctgtgaaagcagattggagc C/T ctggacctcaaacacacgca 


2623 


NDUFA10 


6 


intron4 + 1742 


tgtcggcatctgctgagtgt C/T tgctgaagtctgaggactgg 


2624 


NDUFA10 


7 


intron4 + 2090 


ggctgggggaaagcagatca T/C gttggctaaaggacaggtgg 


2625 


NDUFA10 


8 


intron4 + 3054 


cagctgattatactactgaa A/C cgggataaatgcagcttgat 


2626 


NDUFA10 


9 


intron4 + 3066 


ctactgaaacgggataaatg C/T agcttgatgattttcagctg 


2627 


NDUFA10 


10 


intron4 + 3377 


gtcacagtttaaatgctgct G/A ttttactctgtgtaagtagc 


2628 


NDUFA10 


11 


intron5 + 46 


aagcatctctattttgaatg T/C agatcagcactaaaagccct 


2629 


NDUFA10 


12 


intron8 + 1465 


gcaacgcccagttcctggta C/T aggcctcatatccagcgtgc 


2630 


NDUFA10 


13 


intron8 + 1809 


cctggaggcacaaggatggc C/A ggggcactcaacttccctct 


2631 


NDUFA10 


14 


intron8 + 11226 


gttgtgtgactgtgtggggc A/G tctcacctctcgggctgcag 


2632 


NDUFA10 


15 


intron8 + 11319 


atcttgccttccctcctgcc G/A tctgttcaggcttgaatcct 


2633 


NDUFA10 


16 


intron8 + 11386 


ccataatcctagcttgaacc C/T tcctttttccctgctgaccc 


2634 


NDUFA10 


17 


intron8 + 12301 


acataattattgtaaacatg C/T cgcttaccagtgacattcat 


2635 


NDUFA10 


18 


intron8 + 13361 


ccaggccactgattgctttc G/A cattttctagcattttctta 


2636 


NDUFA10 


19 


intron9 + 183 


tttctgtgtggaaagctgat G/A aagtcctcagatgacagccc 


2637 


NDUFA10 


20 


intron9 + 6669 


aataataatgaccatttctg G/T aaattcatagaattcctttt 


2638 


NDUFA10 


21 


intron9 + 8028 


gaggacattccacagaacgt G/A tgactattagagcagaaggt 


2639 


NDUFA10 


22 


intron9 + 10742 


ctggaggagaggggtggagc C/G agttcagccagcactggggt 


2640 


NDUFA10 


23 


intron9 + 10985 


agaaagggttacacaggagc A/G cacttctcagggagtggtgt 


2641 


NDUFA10 


24 


intron9 + 10989 


agggttacacaggagcacac T/C tctcagggagtggtgtgacg 


2642 


NDUFA10 


25 


intron9 + 12601 


ctgtgaatcctctcacctgc G/A tgaagggcctggctgcctct 


2643 


NDUFA10 


26 


intron9 + 13908 


cacattgttatgtaaccaag C/T ctggaattgcagtgtgaaga 


2644 


NDUFA10 


27 


intron9 + 13911 


attgttatgtaaccaagcct G/T gaattgcagtgtgaagaact 


2645 


NDUFA1 0 


28 


intron9 + 14064 


tcttgactattagaaaccct A/G tcagataaattttaaaacag 


2646 


NDUFA10 


29 


intron9 + 14184 


tggctttggttgggaacagc G/A agagatacagaaccgacggt 


2647 


NDUFA10 


30 


intron9 + 16487 


cttgaagctgatcgttccct C/A cttgaagctgatcgttccct 


2648 


NDUFA10 


31 


intron9 + 16779 


gccagacgtgactgctttag G/A ttcctcatgacattcagacc 


2649 


NDUFA10 


32 


intron9 + 17663 


ttccaaatcaccccagaact T/G tgcagtattttgaagctcct 


2650 


NDUFA10 


33 


5'flanking - (1668-1659) 


gtaaaattgttttaactaga (C) 9-1 1 ttcctaaaccaaggtataaa 


2651 


NDUFA10 


34 


5'flanking - (1355-1334) 


ctgtatccattggaaggcac (A) 15-21 tgcaaaggaaacaaggcaaa 


2652 


NDUFA10 


35 


intronl + (46-61) 


tggcggggtggcagggtggc GGGGTGGCGGGGTGGG/A gag 
cagttccacatctcccc 


2653 


NDUFA10 


36 


intron4 + 2486 


ctcactggaacttttttttt T/A aatttaatttttaaaatttt 


2654 


NDUFA10 


37 


intron7 + (1600-1601) 


cacttccattctgactgtta (A) cggtgtgattcttcctgcca 


2655 


NDUFA10 


37 


intron7 + (1600-1601) 


cacttccattctgactgtta cggtgtgattcttcctgcca 


2656 


NDUFA10 


38 


intron9 + 1054 


gcgcgtgctgtttctccctt A/A tctgtccttgtacacgtgtg 


2657 


NDUFA10 


39 


intron9 + (8161-8172) 


tttctcgctttctgggagac (T) 10-12 aatgttgaaaatatgtgttt 


2658 


NDUFA10 


40 


intron9 + (8646-8647 


aattcccccattgcttctct (TT) ctgtagacattttaaaccta 


2659 


NDUFA10 


40 


intron9 + (8646-8647) 


aattcccccattgcttctct ctgtagacattttaaaccta 


2660 


NDUFA10 


41 


intron9 + (16503-16523) 


ccctccttgaagctgatcgt TCCCTCCTTG 
AAGCTGATCGT/A gtccaagatagttgctagga 


2661 


NDUFA10 


42 


intron9 + (17905-17936) 


caaatatatgtatacatgta (CA) 12-18 tccttcatgaaaactctttc 


2662 I 


MGST1 


37 


5'flanking - 1376 


ttaataaatgtttattcaat T/G aaaccaactgctaatattct 


2663 


M6ST1 


38 


intronIA + 147 


cctggagattttaactttct G/A cgaagtttttaaaaacaact 


2664 


M6ST1 


39 


intronIB + 36 


ggagaaggggaccgcatgca A/G agggtggcaggcagggaggg 


2665 


MGST1 


40 


intronl C + 456 


ccccttgggacggttctcac C/T tgtgccccacttccccagtc 


2666 


MGST1 


41 


intronlC + 719 


gcccgcaagcattgctgtat A/G gcacccaggcctccagtgag 


2667 


HGST1 


42 


intronIC + 985 


cgagtaaaatttttctaccg C/G tttgttttagagtggtgtct 


2668 


MGST1 


43 


intron2 + 3083 


aaaaaatttgtagatatggg T/G actccctatgttgcccaggc 


2669 


MGST1 


44 


intron2 + 3106 


tccctatgttgcccaggctg A/G tcttgaattcttgggctcaa 


2670 


MGST1 


45 


intron3 + 1703 


ttctcttctaagaagaagtc T/C gtgcagatacttagcacaaa 


2671 


MGST1 i 


46 


intron3 + 2557 


tccagcatcttccctttcca T/C ttttaagttagacttttttt 


2672 


MGST1 


47 


intron3 + 3032 


agagacatttagaatatatt C/A cctttaaaggtagagaataa 


2673 


MGST1 


48 


intron3 + 3045 


atatattccctttaaaggta G/C agaataacccttcactgaga 


2674 


MGST1 


49 


intron3 + 3289 


ggtttatagtgttccccccc T/A ccccgcccccaaaagaccca 


2675 


MGST1 


50 


intron3 ♦ 3885 


gaagctgccgctccaggaag G/C agtctgtcgttggagaagag 


2676 


MGST1 


51 


intron3 + 3976 


ggaaagctggggaactgttt G/T cctggaacagagtctcaaaa 


2677 


MGST1 


52 


intron3 + 4298 


tgtcaactgcgtaacacagg C/T gtagaagtggacattgtttt 


2678 


MGST1 


53 


intron3 + 4519 


tttaatagaaaatggtattc C/T tgtcttttctttcccatctc 


2679 


MGST1 


54 


3' untranslated + 603 


gggtaaacccattttgaata T/C tagcattgccaatatcctgt 


2680 


MGST1 


55 


3' flanking + 147 


tatttgctttccttctctct C/T tgttttctttttctctgaaa 


2681 


MGST1 


56 


3' flanking + 237 


cagcacgtttttcctatgaa C/T aagacattctccaaataact 


2682 
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MGST1 


57 


3' flanking + 1318 


tggctctgtgtgcatgaaca T/C gcacgcgtgcacgcgcacac 


2683 


MGST1 


58 


3' flanking + 1331 


atgaacatgcacgcgtgcac G/A cgcacacacacacacacaca 


2684 


MGST1 


59 


intronIC + (904-923) 


tgcgattatctttggtaatt (A) 18-20 ggcaaatcagtccaaatttg 


2685 


MGST1 


60 


intronIC + (3433-3434) 


ccccttcaatactagaacaa (AA) gcagacacattaaatgttac 


2686 


MGST1 


61 


intronIC + (3433-3434) 


ccccttcaatactagaacaa gcagacacattaaatgttac 


2687 


MGST1 


62 


intronIC + 5146 


actatttcaatttttttttt T/A ggagggggagacagagtctc 


2688 


MGST1 


63 


intron2 + (552-563) 


cccagcattataagaatgac (T) 9-1 3 aagtgcagatgtggggaggg 


2689 


MGST1 


64 


exon3 + (172-173) 


tagcatttggcaaaggagaa AA/A tgccaagaagtatcttcgaa 


2690 


MGST1 


65 


intron3 + (152-158) 


agaaaactggatgtctgaaa TTGACA/GTCCAATAT cactg 
cacttgtatgtgttg 


2691 


MGST1 


66 


intron3 ♦ (2198-2200) 


ggattttagattcctcccta CTA/A ttctttccgaccttccaccc 


2692 


HGST1 


67 


intron3 + (2571-2580) 


tttccatttttaagttagac (T)9-10 cacctctctcgttacttcag 


2693 


MGST1 


68 


intron3 + (4682-4683) 


tcctcttcatgtctctatgt (GAGATGTTG 
TGGCTCACAT) agtcatcctctttgtgagac 


2694 


MGST1 


69 


intron3 + (4682-4683) 


tcctcttcatgtctctatgt agtcatcctctttgtgagac 


2695 


MGST1 


70 


3' flank + (1359-1360) 


acacacacacacacacacac CC/A tgctctggagttgggcaact 


2696 


MGST1 


71 


3' flank + (1889-1891) 


ttagaatagtttctaactat ACT/A tttactcccaagagaagctt 


2697 


HMG17L1 


1 


3" untranslated + 864 


ctttctgatttttgatagtc G/C gttgaagaagggagtttgaa 


2698 


UGT2A1 


1 


5" flanking - 1602 


ataacatcttctgcagagaa A/C cttcaatggaaatacactca 


2699 


UGT2A1 


2 


5' flanking - 1480 


tacagattatctttggtgat G/C ggagagcttagaagagacat 


2700 


UGT2A1 


3 


5' flanking - 1406 


atttcagaagatttattaac A/T tgaaaaggatcactctgctt 


2701 


UGT2A1 


4 


5' flanking - 1388 


acatgaaaaggatcactctg C/T ttattcacagacatatgcat 


2702 


UGT2A1 


5 


5' flanking - 935 


aaattattcaatctctttgg G/A cagtggtttctttttctttg 


2703 


UGT2A1 


6 


5' flanking - 287 


cctgaatgtagagttgagat G/A tacagaagctttatccaatt 


2704 


UGT2A1 


7 


5' flanking - 128 


gagaagtaagacacattacc C/T ataaatctgtaaatatccta 


2705 


UGT2A1 


8 


intron! + 535 


cattgatcagggtgatttat C/T catgctaagcttatttaatt 


2706 


UGT2A1 


9 


intronl + 642 


tatattgatcatgttgatac A/C tttatacacatatttgtcta 


2707 


UGT2A1 


10 


intronl + 1221 


ttttaatctaataagcaatt C/G aggaccatctaaagggaaat 


2708 


UGT2A1 


11 


intronl + 1448 


aggtgcttacaggcaacatc C/T acatagcagtctgtggctgg 


2709 


UGT2A1 


12 


intronl + 2000 


gacacattagcttcttttct A/G cagatctctgttctaaaaca 


2710 


UGT2A1 


13 


intronl + 3118 


cttaaaattctttaatgaaa T/G cattgcaacaaatttatatc 


2711 


UGT2A1 


14 


intronl + 3191 


ataaatagaacaactcccta A/T gtttacttctctgcagtgga 


2712 


UGT2A1 


15 


intronl + 3770 


atcaccagataatttactat C/T cattaaggagtaggtcatca 


2713 


UGT2A1 


16 


intronl + 4584 


tgattggttagaatctttga A/C aaatcttctagtatcattcc 


2714 


UGT2A1 


17 


intronl + 4854 


tactctgtgcattgttaata G/A cctatcacttgtggtctgcc 


2715 


UGT2A1 


18 


intronl - 19146 


ctgtttaaattctcattcaa C/T ggccacatggttaaaataaa 


2716 


UGT2A1 


19 


intronl - 18346 


atggcaatatttttagaaat G/A ttaactcccaataatgaata 


2717 


UGT2A1 


20 


intronl - 18218 


tatatcattattttaactta T/G agatagcactagccctaatt 


2718 


UGT2A1 


21 


intronl - 17937 


ctcctaataatttggactca C/T catacttattcagcactatc 


2719 


UGT2A1 


22 


intronl - 12585 


ttccacacagggacaagtca A/G cagaggaaatttttcttgct 


2720 


UGT2A1 


23 


intronl - 11430 


aacaaaggtttattttctta C/G agttctgatggctagacgtc 


2721 


UGT2A1 


24 


intronl - 10761 


tttaaaatatgcatgtattt T/G ccacttttaaaaactatatc 


2722 


UGT2A1 


25 


intronl - 381 


aaatcctccctccttccttc C/T tttcccaggccccactctac 


2723 


UGT2A1 


26 


intronl - 329 


ttccctttctccttttctcc A/G tctctctctcttcctctctc 


2724 


UGT2A1 


27 


intronl - 41 


ttttctcctcagcaaacata T/A aagctaatttcctccatcca 


2725 


UGT2A1 


28 


intron2 + 263 


caccttgatactggacttgg T/C gggacagaaaaccagatcat 


2726 


UGT2A1 


29 


intron2 + 454 


agaaagcccattgaaataag G/C cagggtttttaggttttaat 


2727 


UGT2A1 


30 


intron2 + 554 


aaaaacttttttgagttgac A/T atggtgagtttagtttctga 


2728 


UGT2A1 


31 


intron2 +1113 


ctgcaggcaagctctagtga A/T tgtttattataggaaataat 


2729 


UGT2A1 


32 


intron2 + 1304 


gacaaatcagccatgtttta C/T aatagcagacattatgccat 


2730 


UGT2A1 


33 


intron2 + 1305 


acaaatcagccatgttttac A/G atagcagacattatgccatt 


2731 


UGT2A1 


34 


intron2 + 1367 


atcgatataggctttgggaa A/C tatgaataccaaccatgggt 


2732 


UGT2A1 


35 


intron2 ♦ 2074 


aaattttttcttagacctat G/T aatcaaaggaggcatacagt 


2733 


UGT2A1 


36 


intron2 + 2164 


attttattagatataactgg A/C atgctaacaattttaaaagc 


2734 


UGT2A1 


37 


intron2 + 2298 


taacaatttcagttagcatg A/C gaagagttgtcccttattta 


2735 


UGT2A1 


38 


intron2 + 2346 


tttctgtaatggttttgctt T/C catgcttggacttgtaatca 


2736 


UGT2A1 


39 


exon3 + 922 


gtgttgtggtgttttctctg G/A gatcaatggtcaaaaacctt 


2737 


UGT2A1 


40 


intron3 - 217 


aagcttagaagtgataaata T/C caaaacaataatactatact 


2738 


UGT2A1 


41 


intron3 - 194 


aaacaataatactatactgg G/A tagactattagtacaagact 


2739 


UGT2A1 


42 


exon5 +1171 


acggagtccctatggtggga G/A ttcccatgtttgctgatcag 


2740 


UGT2A1 


43 


intronS + 1546 


tttttaaaattcagaaactc A/G gttatggtgtattcttacaa 


2741 


UGT2A1 


44 


intronS + 1547 


ttttaaaattcagaaactca G/A ttatggtgtattcttacaaa 


2742 


UGT2A1 


45 


intronS + 2013 


atcatattcattaccctccc G/T ctattattgtattttgaatc 


2743 


UGT2A1 


46 


intronS + 2318 


aatttagtgctttttcttaa C/T ggaagtaacctgcttaaaaa 


2744 


UGT2A1 


47 


intronS + 2505 


taattgacttttattaatac G/A tacatgttgtataagtcata 


2745 


UGT2A1 


48 


intronS + 2639 


tagactattacaaagttgtt A/G gttgctgacaattttgttca 


2746 


UGT2A1 


49 


intronS + 4009 


gaatccaggctggaactttt C/A ttccagacacaaaccaaaat 


2747 


UGT2A1 


50 


intronS + 4311 


atacagacactgtccttttc G/A tcacaaacatacagatgtgt 


2748 


UGT2A1 


51 


intronS + 4545 


agctcacacagtatcaaaat T/C atttttggaaaaattatgct 


2749 


UGT2A1 


52 


intron5 + 4616 


acttttttatgtctacattt G/C atcatactgtgttaagcata 


2750 


UGT2A1 


53 


intron5 + 4717 


tgcaagaattatattttctc C/A acgtaactatggccttaaac 


2751 


UGT2A1 


54 


exon6 + 1524 


gctatatttttggtcataca A/G tgttgtttgttttcctgtca 


2752 


UGT2A1 


55 


3' untranslated + 1683 


aaggagtttaacaaaaacac G/A tctcccatcctgtttccaaa 


2753 


UGT2A1 


56 


3' flanking + 685 


aatctagaaaataattatca T/C ttttataaaatttttagtca 


2754 


UGT2A1 


57 


intronl - (18967-18965) 


ctcccaattagattgattag TAT/ A gagttcctggggttactggt 


2755 


UGT2A1 


58 


intronl - (18862-18803) 


aatacattcttcccccttca (AC) 14-17 atgcttactggcctatttat 


2756 


UGT2A1 


59 


intronl - (17463-17447) 


aaacttagaaacctctattc (A) 16-27 gtaaagaaaatggcagagaa 


2757 


UGT2A1 ! 


60 


intronl - 10860 


attcaatgcaactttttttt T/A gtaatggcagaattagaaca 


2758 


UGT2A1 


61 


intron2 + (528-538) 


ctgttaggaaacaattggtt (A) 8-10 cttttttgagttgacaatgg 


2759 


UGT2A1 


62 


intron2 + (1514-1533) 


ttgtgtgtatgtgtatgttt (GT) 9-1 1 tattttaatgaattaatatc 


2760 


UGT2A1 


63 


intronS + (916-917) 


gcttagtatattatatatat AA/A gtctatatatatagcttagt 


2761 


UGT2A1 


64 


intronS +1163 


caatatttatgtcatttttt T/A ctcacatttactctgtttcc 


2762 


UGT2A1 


65 


intronS + (3819-3838) 


agacagacagacacacaaac (AC) 8-1 2 tcaacacatgtaaactactc 


2763 


UGT2A1 


66 


intronS + 4785 


tatcttcaatgaaaataaaa A/A caaaaattgtctaatttctg 


2764 


0ATP1 


1 


5' flanking - 916 


acagagtagatgttcaataa G/A tatttgttgtatctgtgaga 


2765 


0ATP1 


2 


5" flanking - 843 


tagtgcagcgactatgcctt G/A atgtgtgtgtgtttgggatt 


2766 


0ATP1 


3 


5' flanking - 526 


aaatgtgtgcctgtatgtta T/C acatctgtacatatatttcc 


2767 
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0ATP1 


4 


5' flanking - 172 


acaaacacaactcaaagtat G/A tgtgttattaaaagtagcta 


2768 


0ATP1 


5 


intronl + 206 


ttgattcaggcaagttagtc C/G taaatggctttgagagactt 


2769 


0ATP1 


6 


intronl + 454 


caacataacaataatttcct G/A taagaaaaatggccattttg 


2770 


0ATP1 


7 


intronl + 999 


gtttagcaaggttagatatt A/G atgtggatgttaagacaaaa 


2771 


0ATP1 


8 


intronl + 1223 


ttgctagaagctagtaggac C/T agctttataaatacagagat 


2772 


0ATP1 


9 


intronl + 1326 


aactagttaggcaacccatg T/C gttttaggggaaaagcaatg 


2773 


0ATP1 


10 


intronl + 1336 


gcaacccatgtgttttaggg G/A aaaagcaatgaggtcatgat 


2774 


0ATP1 


11 


intronl + 1498 


atagtttgctcttaagaata C/T actctgagaaggtttatagt 


2775 


0ATP1 


12 


intronl + 5041 


ttatgctcccgaggagttag C/T tctctaaatgcataaggaga 


2776 


0ATP1 


13 


intronl + 9532 


aaagactgggagcacttccc A/G atgacaaatactagactaga 


2777 


0ATP1 


14 


intron2 + 198 


ttacctcatattaacaccta A/C atattgccacatatcctacc 


2778 


0ATP1 


15 


intron2 + 961 


aaaaagttatatagaaatat A/G agtgtcactcctttctagtt 


2779 


0ATP1 


16 


intron2 + 1110 


gtctactagtgttcaactcc T/C ttagatcttagcctgtatca 


2780 


0ATP1 


17 


intron2 + 1419 


aaagcctaagaaggatgcag T/C gcaatagcctatgtgagaag 


2781 


0ATP1 


18 


intron2 + 3339 


tatggtttgcaaaaaactta T/C tcgtatatttgtttttttca 


2782 


0ATP1 


19 


intron3 + 66 


caggaaatgaagttgcactt T/C cctctctaggagcaatgctt 


2783 


0ATP1 


20 


intron3 + 205 


tcagttttgtcaatttacac A/G atggggatttgggacctttt 


2784 


0ATP1 


21 


intron3 + 6377 


aatgaatagactttgagtta C/T tggatttttagtggataaat 


2785 


0ATP1 


22 


intron3 + 7238 


tgaatgtcacattttttaaa G/A tttgtgttccttatctcata 


2786 


0ATP1 


23 


intron4 + 1016 


ttttattctggattcatgtt T/C gtggaaattgcagtagtcca 


! 2787 


0ATP1 


24 


intronS + 110 


tccacaatgatgagtagagt A/G tcttggcacagttggccttc 


2788 


0ATP1 


25 


lntron6 + 496 


agtgtctgaattataagcca A/G ttttatagttggttgggacc 


2789 


0ATP1 


26 


intron7 + 1934 


aaagtgaaaggaaattaaaa G/C tgagaacttgagcctgaatg 


2790 


0ATP1 


27 


intron7 + 2140 


tagaatgtaccaaatgaatc A/G gcatctctgaggatgggacc 


2791 


0ATP1 


28 


intron7 + 2365 


tgaaatcttctttatcaact C/T gattttcctccagactttac 


2792 


OAT PI 


29 


intron8 + 88 


gcaaactcctaagttgaagt G/C ttttaggatattttttgact 


2793 


0ATP1 


30 


intron9 + 534 


tcatattttgtattttaaag G/A ttatctgggttttactgaaa 


2794 


OAT PI 


31 


intron9 + 1286 


tattcttctgagataaatca T/C tgaaggagtggctatgtggt 


2795 


0ATP1 


32 


intronl 1 + 215 


ttcactcctattcctcgcta C/T ttttcttccttatttcttag 


2796 


0ATP1 


33 


intronl 1 + 663 


ttcttcttcttttggagctc T/A aaagtagagttcagttaatc 


2797 


0ATP1 


34 


intronl 1 + 999 


atcatcactgcatgagagtt A/G gaattatctaactttgtgat 


2798 


0ATP1 


35 


intronl 1 + 16727 


tttcttttatttacaaactt A/G tttacttttcaggtgtatga 


2799 


0ATP1 


36 


intronl 2 + 48 


ctatcagaacaatattatta T/G tattattttttattacactt 


2800 


0ATP1 


37 


intronl 2 + 686 


tatgttttgataaactttgc C/A gtacaaataaagaaaattga 


2801 


0ATP1 


38 


intronl 2 + 708 


tacaaataaagaaaattgaa A/G tatttccaaataaatcaagt 


2802 


0ATP1 


39 


intronl 3 + 418 


tctctggtctccaaaatcat A/G tattttctccctctttacat 


2803 


0ATP1 


40 


Intronl 3 + 436 


atatattttctccctcttta C/A attttgctgaaacaatcttc 


2804 


0ATP1 


41 


3' untranslated + 2130 


gtctttaagaacctaaaaaa C/A ctcttaactcaaaataataa 


2805 


0ATP1 


42 


3' flanking + 57 


agtgactaaagtttttctta C/A aaacaagtgtctgaatcaaa 


2806 


0ATP1 


43 


3' flanking + 572 


aatacactatggttatttat G/A tgtactataaatggagtgag 


2807 


0ATP1 


44 


3' flanking + 788 


atttcctaaatgatcagatg C/T atcatatgaaaaaagaaagc 


2808 


OAT PI 


45 


3' flanking + 1356 


aggtgactgacataaatggg G/A gcagaggacataatgaggtt 


2809 


0ATP1 


46 


5'untrnslated - (189-188) 


attttctaatctgtattaaa (A) gcgttccaggtatttttgta 


2810 


0ATP1 


47 


5'untrnslated - (189-188) 


attttctaatctgtattaaa gcgttccaggtatttttgta 


2811 


0ATP1 


48 


intron4 + (725-726) 


tgatctttaatagcggggaa AA/A caggcaagtacgctatagtt 


2812 


0ATP1 


49 


intron4 + (1082-1083) 


attgagtcaggaaaccaaaa CA/A gtttcaaaaatttgaaaaat 


2813 


0ATP1 


50 


intron4 + 2301 


aatgtcatgtcttttttttt T/A aatgcagagtgtacaaagga 


2814 


0ATP1 


51 


intron9 + (241-246) 


attgtatgtgcatgtgggtg TGTGTG/A catgattgtctttgtgatat 


2815 


0ATP2 


1 


5' flanking - 2574 


ggataaggcaacccctatgt A/G tcactgctgcaggagaggga 


2816 


0ATP2 


2 


5' flanking - 2366 


aacataggaatgtgcagagc C/T ctgtggggattagagaagag 


2817 


0ATP2 


3 


5' flanking - 2244 


tgatgatgccagagctttga T/G cattggtgggtatagaaaca 


2818 


0ATP2 


4 


5" flanking - 1723 


tctttcagacttcaaaggcc A/G tgatatttcatcagagctgt 


2819 


0ATP2 


5 


5' flanking - 1180 


tgcttatttaacaggcataa T/G ctttggtctcctgagccaga 


2820 


OATP2 


6 


5' flanking - 811 


tatgtgcatatgtgtataca G/A gtaaaagtgtgtatatatgt 


2821 


0ATP2 


7 


intronl + 7188 


aatcatttgaaatttaagaa A/G aaaatatgttcagagaaaaa 


2822 


0ATP2 


8 


intronl + 7331 


gtgaaatgaggaacaaagtg T/C ccacctttttttcctgaata 


2823 


0ATP2 


9 


intronl + 7391 


agagagatgtgaaatagtat T/G tttctggggaagtaggggaa 


2824 


0ATP2 


10 


intronl + 7886 


ttgttagtagaaagaaaatc G/A aagcctaaaactaaaggaag 


2825 


0ATP2 


11 


Intronl + 7958 


ttgctattatataatttttt T/A aaaaaaagatttcctaatat 


2826 


0ATP2 


12 


Intronl + 7959 


tgctattatataattttttt A/T aaaaaagatttcctaatatt 


2827 


0ATP2 


13 


Intronl + 8036 


ggaaaaaatggggtgaaatt A/T atcaaagggcagcttattac 


2828 


0ATP2 


14 


intronl + 9164 


acattatattctatataaaa G/T agtcagttgaagtaaaaagt 


2829 


0ATP2 


15 


intronl + 10123 


tctgtctttcctacttttgt T/G tccagcattgacctagcaga 


2830 


0ATP2 


16 


intron2 + 193 


tgattaagtatttctttggc G/A aaatttttgatgcttaatag 


2831 


0ATP2 


17 


intron2 + 1020 


ttgagtaacatttaggccaa G/A tggcagtcataaggaaaaag 


2832 


0ATP2 


18 


intron2 + 14865 


agaggaattaatcataagag G/T tttatttggctaaagtgaca 


2833 


0ATP2 


19 


intron2 + 14931 


gttagttaataacagaaaaa A/T tatcagaaattttaaaaaat 


2834 


0ATP2 


20 


lntron2 + 15417 


ttctaaaataagtaagctaa A/T tattctatattatactacta 


2835 


0ATP2 


21 


intron2 + 20823 


ttgtataagagatacaaaac A/C aattcctactaggggaaata 


2836 


0ATP2 


22 


intron2 + 20852 


ctaggggaaataaagcttca G/C taaggaggtggcattaagct 


2837 


0ATP2 


23 


intron2 + 20930 


atggagagaagcagcagtgt A/G ccacagataaatgaagtgag 


2838 


0ATP2 


24 


intron2 + 21360 


ttcaaaagctgtatttctca T/C tagtgctttttgtgaataaa 


2839 


0ATP2 


25 


intron2 + 21467 


tatatacacaatacctgtcc A/G gaagatgtggtataagccaa 


2840 


0ATP2 


26 


intron2 + 21621 


tatcaatacttatgaagaga A/G ctaactattctaactaggga 


2841 


0ATP2 


27 | 


intron2 + 22760 


ttccccacctcctgttggtt C/G tcctcttaaacttctccttg 


2842 


0ATP2 


28 


intron2 + 23199 


cctatctgcacataacatta C/T aaacttatggcaattataaa 


2843 


0ATP2 


29 


intron2 + 23218 


acaaacttatggcaattata A/G aactcaatacatattatact 


2844 ! 


0ATP2 


30 


intron2 + 23330 


gcccttgttcctgttcctct G/A tacctgcctcaactacatag 


2845 


0ATP2 


31 


intron2 + 23673 


ctggagacggtagctcaaac T/C gaggatgaaaatagacattt 


2846 


0ATP2 


32 


intron3 + 89 


ggttatcaactggggtaaat T/G tatctctcacaggcaatttg 


2847 


0ATP2 


33 


intron3 + 224 


tgctaaatattctataatgc A/G caaagaatgatgtaactgaa 


2848 ; 


0ATP2 


34 


intron4 + 97 


ccctttaaataggcagttac C/A ttttgagaagatacccacta 


2849 


0ATP2 


35 


intron4 + 568 


ttcatgatccaaattgtggc A/G acgtatttccaggcaacaag 


2850 


0ATP2 


36 


intron4 + 599 


aggcaacaagatagaagaag A/G aaagaataagaagcaacaaa 


2851 


0ATP2 


37 


intron4 + 753 


aaaatagacattattccaag T/A taccaagttcccggttaaaa 


2852 


0ATP2 


38 


intron4 + 781 


ttcccggttaaaaatcccaa G/C tataattactgtggaaggaa 


2853 


0ATP2 


39 


intron4 + 1196 


aaggaccacaatctagatca G/T cattgctctaaatatgccat 


2854 
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0ATP2 


40 


intron4 + 1229 


tatgccataatatgtgacac T/C tttgcacctggtatttctac 


| 2855 


0ATP2 


41 


intron4 + 1623 


catctagttgaaatggatta G/C attttatttttactacattt 


2856 


0ATP2 


42 


exonS + 388 


attctaaagaaactaatatc A/G attcatcagaaaattcaaca 


I 2857 


0ATP2 


43 


exon5 ♦ 452 


taatcaaattttatcactca A/G tagagcatcacctgagatag 


2858 


0ATP2 


44 


intron5 + 165 


ttaatatacacagttcgccc A/T ttaacaacacaggtttaaac 


2859 


0ATP2 


45 


intron5 + 189 


acaacacaggtttaaactac G/A cgttttcacttctatgcaaa 


2860 


0ATP2 


46 


intron5 + 191 


aacacaggtttaaactacgc G/A ttttcacttctatgcaaatt 


2861 


0ATP2 


47 


intron5 + 507 


atataactttgetttcattg C/T aaaaggcaaactgttatatc 


2862 


0ATP2 


48 


intron5 + 520 


ttcattgcaaaaggcaaact A/G ttatatcatttaaagacttt 


2863 


0ATP2 


49 


intron5 + 856 


agtcatgataaacctaatag A/G ataaaacaacaaaaaagaaa 


2864 


0ATP2 


50 


intronS + 1157 


acagataatttttacttgtt T/C gtgcttttctgtatgatatg 


2865 


0ATP2 


51 


intron5 + 1226 


ccttgattgtaataatctcc A/C catgccaagagtggggccag 


2866 


0ATP2 


52 


intronS + 1228 


ttgattgtaataatctccac A/C tgccaagagtggggccaggt 


2867 


0ATP2 


53 


intron5 + 1304 


actgttctcgtggtaatgaa G/T aagtctcacaagatctgatg 


2868 


0ATP2 


54 


intron5 + 1348 


ttataaatgagagttcccct G/A caaaagctctcttgcctgcc 


2869 


0ATP2 


55 


intron5 + 1407 


ttgctcttccttcatcttcc G/A ccatgattgtgaggcccccc 


2870 


0ATP2 


56 


exon6 + 521 


gtcatacatgtggatatatg T/C gttcatgggtaatatgcttc 


2871 


0ATP2 


57 


exon6 + 571 


gggagactcccatagtacca T/C tggggctttcttacattgat 


2872 


0ATP2 


58 


exon6 + 597 


ctttcttacattgatgattt C/T gctaaagaaggacattcttc 


2873 


0ATP2 


59 


intron7 + 33 


agaacaaggtaccatgataa C/T gtctttctaagcacacatgc 


2874 


0ATP2 


60 


intron7 + 267 


caaaataaccaaatgtaaaa T/A gtctccctcccaaactgact 


2875 


0ATP2 


61 


intron7 + 1260 


gtaatctcacatttctctgc A/G tttacacttggtaaaacttt 


2876 


0ATP2 


62 


intron7 + 1386 


agtctcaaattaatagccaa G/A agcatgcctttattgtaacc 


2877 


0ATP2 


63 


intron7 + 1472 


ctttaccacatgacagaatg G/A catgttcttagcaaataata 


2878 


0ATP2 


64 


intron7 + 1697 


tttacatgttcaattttaga C/A atatgccttagagtagctac 


2879 


0ATP2 


65 


intron7 + 2273 


ttctcacgtcctatctagcg C/T gattatgacccttagttact 


2880 


0ATP2 


66 


intron8 + 207 


gtggaagagaattaggtttg T/C actttttagcagggagaaac 


2881 


0ATP2 


67 


intron8 + 546 


tcgggagaagtttctcccta T/C gtaattagagtaatatttat 


2882 


0ATP2 


68 


intron8 + 565 


atgtaattagagtaatattt A/C ttttggtaattatctatcta 


2883 


0ATP2 


69 


intron8 + 668 


taagtaatgtaaattaggat G/T catcagcatttgacagtgcc 


2884 


0ATP2 


70 


intron8 + 739 


tggagaaccattgagagtca A/G taaacaaagagaatgacttg 


2885 


0ATP2 


71 


intron8 + 2193 


tgatcacagatccaaatgac A/G taatttctaccatgaacaga 


2886 


0ATP2 


72 


intron9 + 112 


attttagtaatacaggataa G/C tataattttcttgtattctt 


2887 


0ATP2 


73 


intron9 + 266 


ttagaggtagtatctgtata A/G ttggatcttataatttagtg 


2888 


0ATP2 


| 74 


intron9 ♦ 305 


tgctaagatctgagacaaac C/G cttttgtaattataatcatt 


2889 


0ATP2 


75 


intron9 + 888 


aggttctgtatgttttttaa T/C aaatgacaaagatatattaa 


2890 


0ATP2 


76 


intronll + 10224 


tacacttgttccataaaaaa T/C tcctctatattattcctagt 


2891 


0ATP2 


77 


intron11 + 10359 


attaatagattcaaegtgag G/C ttcccttaaactttagccta 


2892 


0ATP2 


78 


intronll + 10916 


cttatatagaaagaaatcca C/G aaaactattttaccttttat 


2893 


0ATP2 


79 


intronll + 10997 


aatatattagtttgaacaag T/C gagacttcactaaatataat 


2894 


0ATP2 


80 


intronll + 11018 


gagacttcactaaatataat G/A caatgtatttgcagcactgt 


2895 


0ATP2 


81 


intron12 + 442 


aacattccaaaacttttaat C/T gactcacagcatgactttta 


2896 


0ATP2 


82 


intron12 + 445 


attccaaaacttttaatcga C/T tcacagcatgacttttataa 


2897 


0ATP2 


83 


intron12 ♦ 447 


tccaaaacttttaatcgact C/A acagcatgacttttataata 


2898 


0ATP2 


84 


intron12 + 907 


aatgaaaagaagctggcaga T/C tgaaacatactgaatgagag 


2899 


0ATP2 


85 


intron13 + 65 


tatatatatatatatatata C/T acacacacatacatatatta 


2900 


0ATP2 


86 


intron13 + 870 


aattctgagtatcctatttc G/A atgtatccaatctgtggcac 


2901 


0ATP2 


87 


intron13 + 1935 


taaaaaaaaaaaaagtctgc T/C tttacagcaattgagccaag 


2902 


0ATP2 


88 


intron13 + 2261 


aacgaatcctccaaattttt G/C aacttttatttaatcaaaat 


2903 


0ATP2 


89 


intron14 + 248 


tcaaggataataaccaactt G/A tcaaaaatcagagataatag 


2904 


0ATP2 


90 


intron14 + 2463 


atttgtttactaatatggaa C/G cttcttcaagacatattttt 


2905 


0ATP2 


91 


intron14 + 2857 


tcatcatgtatttccaggac A/T cctggcaagatgctcctcag 


2906 


0ATP2 


92 


intron14 + 11458 


atctccagaggtcctgctgt C/T tccccaaagtccactgaccc 


2907 


0ATP2 


93 


3' untranslated + 2243 


ataataaaacaaactgtagg T/C agaaaaaatgagagtactca 


2908 


0ATP2 


94 


3' untranslated + 2404 


tcttaataaaacaaatgagt A/G tcatacaggtagaggttaaa 


2909 


0ATP2 


95 


3' untranslated + 2515 


cagagtttgaactataatac T/G aaggcctgaagtctagcttg 


2910 


0ATP2 


96 


3' untranslated + 2539 


gcctgaagtctagcttggat A/G tatgetacaataatatctgt 


2911 


0ATP2 


97 


intronl + 457 


taattggcaaacataaaaaa (A) caggtgtctcaaagtcacat 


2912 


0ATP2 


98 


intronl + 457 


taattggcaaacataaaaaa caggtgtctcaaagtcacat 


2913 


0ATP2 


99 


intronl + (7537-7538) 


gatcagcattacaaccaaga (G) atggagaatgacattcagga 


2914 


0ATP2 


100 


intronl + (7537-7538) 


gatcagcattacaaccaaga atggagaatgacattcagga 


2915 


0ATP2 


101 


intronl + (10032-10035) 


tgtgtgattctatattactt ACTT/A gtttcaaatttctctccaca 


2916 


0ATP2 


102 


intronl + (10058-10061) 


ttcaaatttctctccacaaa TTTA/A tttttctattaaattgtaat 


2917 


0ATP2 


103 


intron2 + (413-423) 


acttatttaaaaattctttt (A) 11-13 caaaaaacaggatttaaaaa 


2918 


0ATP2 


104 


intron3 + (1595-1603) 


ttgccaagtaattcaagtgc (T)8-10 gtatttaaaacaacttttca 


2919 


0ATP2 


105 


intron4 + (10-23) 


ttcatgggatagtaagtgtt (A) 12-1 4 cctctgtgccactatcagta 


2920 


0ATP2 


106 


intron5 + (1567-1572) 


gtgaatataaattacttgta CTTGTA/A aattaaaaaaaaataagtag 


2921 


0ATP2 


107 


intron5 + (1577-1585) 


attacttgtacttgtaaatt (A) 9-10 taagtagaataattaagagt 


2922 


0ATP2 


108 


intron8 + (1939-1941) 


ttctctaactccttctactc CTT/A atttcaagcagatgcaactg 


2923 


0ATP2 


109 


intronIO + (3077-3078) 


aaattctttatctacttttt (CTT) ttccctctttctctgctttc 


2924 


0ATP2 


110 


intronl 0 + (3077-3078) 


aaattctttatctacttttt ttccctctttctctgctttc 


2925 


0ATP2 


111 


intronll + 11011 


aacaagtgagacttcactaa A/A tataatgeaatgtatttgea 


2926 


0ATP2 


112 


intronl 2 + (1160-1169) 


agcatgacatggtagagatg (A) 9-1 1 gcatttttaacatttgttaa 


2927 


0ATP2 


113 


intron12 + (1310-1312) 


tccatcttaatataaaatgt TGT/A ctactcaaaaggagaagtct 


2928 


0ATP2 


114 


intronl 3 + (9-34) 


tacgagcactaggtatgatg (A) 24-27 tatatatatatatatatata 


2929 


0ATP2 


115 


intronl 3 + (35-64) 


aaaaaaaaaaaaaaaaaaaa (T A) 10-21 cacacacacatacatatatt 


2930 


0ATP2 


116 


intron13 + (1379-1387) 


aaaattattcaccacaatac (A) 8-10 caaagtaaagttatgaacac 


2931 


0ATP2 


117 


intron13 + (1916-1928) 


aattctcttaaaataatgtt (A) 11-13 gtctgcttttacagcaattg 


2932 


0ATP2 


118 


intronl 4 + (588-596) 


caattatactttacctcttt (A) 8-10 ctaatttcaaattcatatat 


2933 


0ATP8 ! 




5'flanking - 1413 


aataggggcttaataactct G/C aaacttatgatttctcatat 


2934 


0ATP8 j 


2 


5' flanking - 1345 


gaatttatcctacagatatg A/G ccacacagaaaatgacatat 


2935 


0ATP8 


3 


intronl + 38962 


atgaaattagtttaaaaata G/A caaccttaactatactcctc 


2936 


0ATP8 


4 


intron2 + 253 


acagacttaccaacaaagaa T/G tatccttcccaaaatgtcta i 


2937 


0ATP8 


5 


intron2 + 329 


actcatggtttgcaaattaa C/G tttttaggaaactttatctc 


2938 


0ATP8 


6 


intron2 + 2568 


ccattctggtgctttctttc G/A tgaaactattttccatcagt 


2939 


0ATP8 | 


7 


intron2 + 2679 


ctcttattgctcttcttcca T/C gttttaatctaaataattta 


2940 


0ATP8 


8 


intron2 + 2753 


caggaaactttcacaaagcc C/A ctaattaatttaagctccct 


2941 
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0ATP8 


9 


intron2 + 3132 


tggtttaatgtaggagagtt T/C accttcacagttaaattaca 


2942 


0ATP8 


10 


intron2 + 3193 


aatgtcttgggcatatttgc A/G ttcatttggggcattcagtt 


2943 


0ATP8 


11 


intron2 + 3207 


atttgeattcatttggggea T/C tcagttctactagatacaaa 


2944 


0ATP8 


12 


exon3 + 334 


gaactggaagtattttgaca T/G ctttaccacatttcttcatg 


2945 


0ATP8 


13 


intron3 + 76 


agaattttatttttatactt G/A taagtgggcagttacctttt 


2946 


0ATP8 


14 


intron4 + 2443 


tcaatttcatgttgctctta C/T agttataggtattctaaaga 


2947 


0ATP8 


15 


intron4 + 67 


taatcacgtctataaagttt C/G tgatattctttaacaaaatt 


2948 


0ATP8 


16 


intron4 + 91 


tattctttaacaaaattgat T/A taagaacaaataggaagaac 


2949 


0ATP8 


17 


intron4 + 197 


ggtttgaactgcacctgttc G/A cttatatgcagcttttgtcc 


2950 


0ATP8 


18 


intron4 + 813 


tttaacagaataaaaaaaaa T/A attttgtaacgacaaaagaa 


2951 


0ATP8 


19 


intron4 + 974 


atatgcaccttaaaaataac C/G tggatttttaaatatgtaat 


2952 


0ATP8 


20 


intron4 + 1003 


taaatatgtaatgtacataa G/T gaatattatgcatattttgt 


2953 


0ATP8 


21 


intron6 + 155 


cattaataatcagaataaaa A/G agaaatttagctcctattta 


2954 


0ATP8 


22 


intron6 + 750 


atccaactggggtttagatt T/G cctctttctgcctctcctcc 


2955 


0ATP8 


23 


intron6 + 780 


gcctctcctccatctgcacc C/T tctcttttcctcagcaaaca 


2956 


0ATP8 


24 


intron6 + 1248 


ctatgccctgtaatctcaca C/T ttccctttatttaaaattgg 


2957 


0ATP8 


25 


intron6 + 1500 


tcgtgtctgtgttagcatat A/G ataactcatcagggtttgtg 


2958 


0ATP8 


26 


intron6 + 2008 


ataacataaatgagtaaaga A/G tatcaagggcaggaaattag 


2959 


0ATP8 


27 


intron6 + 2087 


actactctccccatacacac T/C aaaactcatgtgctccccag 


2960 


0ATP8 


28 


intron6 + 12305 


tcatctatggaggactgcaa T/C cattatcattatttcccaga 


2961 


0ATP8 


29 


intron7 + 363 


taacaaatgataccagccat C/G atactattctctggtaatag 


2962 


0ATP8 


30 


intron7 + 411 


cctttattttttgagaacct G/A gtggatgatattaagacgta 


2963 


0ATP8 


31 


intron7 + 428 


cctggtggatgatattaaga C/A gtatatagatcactgtaata 


2964 


0ATP8 


32 


intron7 + 634 


aaaattatatatatacatat A/G taatcttacctaagtattca 


2965 


0ATP8 


33 


intron7 + 1791 


tgtttttttaagggtagtga T/C gtgaatagtaaagcgaattt 


2966 


0ATP8 


34 


intron7 + 2000 


agttgagcaaattgctctca G/A gtagcataatgtcacttgaa 


2967 


0ATP8 


35 


intron7 + 2043 


gtttattgatccatttttta A/G tggatcaacattgtagtgag 


2968 


0ATP8 


36 


intron7 + 2171 


atttattttgagcaaaggtc G/A cgactctcttagaaagcctc 


2969 


0ATP8 


37 


intron7 + 2173 


ttattttgagcaaaggtege G/A actctcttagaaagcctcac 


2970 


0ATP8 


38 


intron7 + 2179 


tgagcaaaggtcgcgactct C/T ttagaaagcctcacaaatca 


2971 


0ATP8 


39 


intron7 + 2219 


atttgtaactttaagtctta T/G ataacttatatttacaaaat 


2972 


0ATP8 


40 


intron7 + 2261 


cagatattaatatatatttt A/T ttattgaaatatgttatttt 


2973 


0ATP8 


41 


intron8 + 150 


acaaaatttctccatcttgt T/C atatcatcgttgttctgcat 


2974 


0ATP8 


42 


intron8 + 154 


aatttctccatcttgtaata A/T catcgttgttctgcatttga 


2975 


0ATP8 


! 43 


intron8 + 1303 


ttttttttgagatggagtct C/T gctctgttgcccaggctggg 


2976 


0ATP8 


i 44 


intron8 + 1372 


aagctccgcctcccaggttc T/G ccacccttctcttaaagaaa 


2977 


0ATP8 


45 


exon9 + 1272 


tccttcttgtttcaacttct A/G tatttccctctaatctgcga 


2978 


0ATP8 


46 


intronIO + 63 


tcacagatttgatttaataa A/T tacttatcaaatcttcctat 


2979 


0ATP8 


47 


intronIO + 911 


cttgcccaatatcctaccaa C/T gtattattaaacggcatgga 


2980 


0ATP8 


48 


intronIO + 972 


tcctagtttccttgaagata G/A gctacaactttagtaaactt 


2981 


0ATP8 


49 


intronIO + 1101 


tccctggtcctgtgttgtcc A/T gtagtgaagacctgaaagag 


2982 


0ATP8 


50 


intronIO + 1103 


cctggtcctgtgttgtccag T/C agtgaagacctgaaagagag 


2983 


0ATP8 


51 


intronIO + 2027 


cccattttcatgagtggcta A/G gttttgtcccgtttcaaact 


2984 


0ATP8 


52 


intronIO ♦ 2028 


ccattttcatgagtggctaa G/A ttttgtcccgtttcaaacta 


2985 


0ATP8 


53 


intronIO + 2148 


gtattttggaaagaaaatgt A/G ggtggaagagaaatatttta 


2986 


0ATP8 


54 


intronIO + 2214 


atatacagaatttcatacac T/C aatttcttaaattcctaaat 


2987 


0ATP8 


55 


intronIO + 2316 


taaatattttagtttgagac T/G tctttaaatataatggaatg 


2988 


0ATP8 


56 


intronIO + 2372 


tgtatttggcaaatgtattt G/T ttaatatttcaaaaactatt 


2989 


0ATP8 


57 


exonll + 1557 


cagaacagaaattactcagc A/G cacttgggtgaatgcccaag 


2990 


0ATP8 


58 


intronll + 147 


tttcttagaattattttgat A/C tttcaataacatcattaata 


2991 


0ATP8 


59 


intron11 + 10339 


aaaaaactgcattttagtgg G/C ttagctagaaaagatttgtc 


2992 


0ATP8 


60 


intronll + 10358 


ggttagctagaaaagatttg T/G ctcatatacacaataaatta 


2993 


0ATP8 


61 


intronl! + 10538 


caacagaggatcaatgtaaa T/G gaaatctcttaaattaaaca 


2994 


0ATP8 


62 


intron12 + 55 


ataaatattaatgttaaata C/T taaagactgaatgcaattaa 


2995 


0ATP8 


63 


intronl 2 + 1802 


taaaatgaateggtaaaaca T/G tcatgtataaatcactgtca 


2996 


0ATP8 


64 


intron12 + 2612 


ataggcatataatactcttt C/A ttccctctgtatatagggag 


2997 


0ATP8 


65 


exon13 + 1833 


aacagctgtggagcacaagg G/A gcttgtaggatatataattc 


2998 


0ATP8 


66 


5' flanking - (1590-1587) 


atatacataacatataccta TATC/A tatgttatgtgtctgcttat 


2999 


0ATP8 


67 


5' untranslated - (11-28) 


agcatcagcaacaattaaaa ATATTCACT 
TGGTATCTG/A tagtttaataatggaccaac 


3000 


0ATP8 


68 


5' untranslated - (4-7) 


tattcacttggtatctgtag TTTA/A ataatggaccaacatcaaca 


3001 


0ATP8 


69 


intron4 + (213-214) 


cctgttcgcttatatgcagc (T) ttttgtccaaccaaacagaa 


3002 


0ATP8 


70 


intron4 + (213-214) 


cctgttcgcttatatgcagc ttttgtccaaccaaacagaa 


3003 


0ATP8 


71 


intron4 + 505 


tataactttctctttataaa G/A atgcaaaatgttatagcatt 


3004 


0ATP8 


72 | 


intron4 +616 


aaaaataaatgaagtggagg A/A aaaaaaatgatttcaagttt 


3005 


0ATP8 


73 


intron4 * (804-812) 


acatccatgtttaacagaat (A) 9-1 1 tattttgtaacgacaaaaga 


3006 


0ATP8 


74 


intron4 + 855 ! 


gagattgtttaaccaaatta G/A gaaactattattcaacacac 


3007 


0ATP8 


75 


intron7 + (619-628) 


ttttatatatgaattaaaat (AT) 4-5 catatataatcttacctaag 


3008 


0ATP8 


76 


intron7 + (1773-1779) 


attttctatattatgaactg (T)7-8 aagggtagtgatgtgaatag 


3009 


0ATP8 


78 


intron8 + (1270-1290) 


tagtgtgccacccttctctc (T) 19-23 gagatggagtctcgctctgt 


3010 


0ATP8 [ 


79 


intronIO + 665 


ttctttcttaactcaaaggc T/A tttttttttccatgtgacac 


3011 


0ATP8 


80 


intronll + (247-250) 


aaaaatcttaaggcacacac TGAT/A tgacagttgccttgattgta 


3012 


0ATP8 


81 


intronl 2 + (1622-1630) 


aaataaattgttggcatcta (T)8-10 atttttctaagggtegctgt 


3013 


0ATP8 


82 


3' untranslated + (2464-2465) 


gagaaaagcctgatgccttt A/A aaaaaaaatgaaacactttg 


3014 


0AT1 


1 


5' untranslated - 127 


gcagctcggactcagctccc G/A gagcaacccagctgcggagg 


3015 


0AT1 


2 


5' untranslated - 20 


gaaggcctcagcccccagcc A/G ctgggctgggcctggcccaa 


3016 


0AT1 


3 


intron3 + 150 


caatagaacaaccttttctc G/A ggctcatgccgccctgaccc 


3017 


0AT1 


4 


tntron4 + 211 


ttctctggcttcccccactc A/C gttctccagcctgcctgctc 


3018 


0AT1 


5 


intron5 + 33 


gagacttcccatgataacct C/T ccagggcttcacccccaaac 


3019 


0AT1 


6 


intron6 + 168 


gaaccagatgcccccagcct C/T gactcagtcccagtctccac 


3020 


0AT1 


7 


intronl + (58-71) 


ggaagatgggggcctttgtt (A) 13-15 gtacatggagaaattaactg 


3021 


0AT1 ! 


8 


intron3 * (1306-1319) 


aataggttgaggaggagcag (A) 12-15 tcaagagtgtggagggggca 


3022 


0AT2 ! 


1 


intron4 + 842 


ttgacctccaaaagtgtttg G/A attacaggcatgggccattg 


3023 


0AT2 


2 


intron5 + 33 


gtgtgtgtgagcatgcatat C/A tgtgtgtggtggggagtggg 


3024 


0AT2 


3 


intornS +183 j 


ccacatccatcattcgagac A/C aactcgtctcagctgccatg 


3025 


0AT2 


4 


intorn5 + 184 


cacatccatcattcgagaca A/C actcgtctcagctgccatga 


3026 


0AT2 ( 


5 


exon7 + 1269 ! 


actagactgctagtgtcctc C/T ggtgagcccagtcccatagg 


3027 
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0AT2 


6 


3' untranslated + 1792 


ataaatgtgtacatgagtgt A/G tgaacacaaatacataaggt 


3028 


0AT2 


7 


3' flanking + 1386 


tgtagcagcccacatcgcca G/A tgttcacacctgagagagag 


3029 


0AT3 


1 


5' flanking - 580 


ctgtgtcagagacacagaca C/G ggaggtcctggctgccccag 


3030 


0AT3 


2 


5' flanking - 463 


ttcctgagaggcaaatcccc T/C tcccctactcgggaggtgcc 


3031 


0AT3 


3 


5' untranslated - 16 


cctgcccacagctctggctc G/A tcttgccccagtgccatgac 


3032 


0AT3 


4 


exon2 + 153 


cctgtccaccactgtcgccc G/A ccccacaatgcctccacagg 


3033 


0AT3 


5 


intron2 + 177 


gcaccaagacccttggcttc T/C tcccactcagagtccaagca 


3034 


0AT3 


6 


intron2 + 6201 


gctcatcctctctggtcctt T/G tgccccagcacaggttcctc 


3035 


0AT3 


7 


intron3 + 79 


tctgctccacccgtgcaccc G/C caaagaggcaaagagctggg 


3036 


0AT3 


8 


exon5 + 723 


tggcgttggctgcagttaac T/A gtgtccattcccttcttcgt 


3037 


0AT3 


9 


intronS + 524 


tcgaagtacaaaggaaagtt T/C aaagagaagcctgagcctgg 


3038 


0AT3 


10 


intron7 + 386 


gaccaatgggtttcagactc G/A aagacaaaaattatgtttat 


3039 


0AT3 


11 


intron7 + 754 


gcccacgtcagacatgacca G/A tcaatcacagcactttctcc 


3040 


0AT3 


12 


intron9 + 81 


attgtcctgtcctctaccca G/A gggagccatcctttatgaac 


3041 


0AT3 


13 


5' flanking - (661-660) 


tacatttggtccccaggggg (G) agcggctgatcaggagagaa 


3042 


0AT3 


14 


5' flanking - (661-660) 


tacatttggtccccaggggg agcggctgatcaggagagaa 


3043 


0AT3 


15 


intron8 + (211-212) 


tctgacttggactgggcaaa AA/A gtatggtggtatctggatag 


3044 


ALDH1A2 


1 


5' f lanking-716 


cagggatcctcattctgagc C/G cgaggcgagggggactcgca 


3045 


ALDH1A2 


2 


intronl+314 


cggtcccgactgccgcgggg G/A aaggcgtcggaaccgcttag 


3046 


ALDH1A2 


3 


intron1+ (664-675) 


ttttgaactgaagaacttac (T) 11-13 ataacgaacgttgacatctt 


3047 


ALDH1A2 


4 


intronl+1370 


gcatgcagcttagaagtttt A/G ttttatgagggtctctaacc 


3048 


ALDH1A2 


5 


intronl+1557 


ggtacgtttttcagaattta A/A tttggaagctcttccagttc 


3049 


ALDH1A2 


6 


intronl+1934 


tcagctctttagtgagactt C/G taaattttctaagacaagca 


3050 i 


ALDH1A2 


7 


intron1 + (1971-1980) 


agcatagtggacaagcagta (T) 9-1 1 aaacgtgaagagcagaagct 


3051 


ALDH1A2 


8 


intronl+2295 


tactgtaagacaatatgtta T/C tgttttttgtcttgctaaac 


3052 


ALDH1A2 


9 


intronl+2387 


ttgggacccacatagagtca C/T tacttaaaataaatgaccag 


3053 


ALDH1A2 


10 


intronl+2841 


aggaatgtgctttttaaaac T/A agatggtgttagtcaaggag 


3054 


ALDH1A2 


11 


intronl +3035 


gacttttataattttgtata A/G ctgatattataggaatacac 


3055 


ALDH1A2 


12 


intronl+3319 


aaagagttatgttttttttt T/A ctgcatctgatattatatgg 


3056 


ALDH1A2 


13 


intronl+3474 


ttgtctttttatttattcat T/C taaacttctgttttctgggg 


3057 


ALDH1A2 


14 


intronl+4186 


ccttccaaacctttacttaa G/C attgtctgttttggtcataa 


3058 


ALDH1A2 


15 


intronl+4222 


cataaattgtcagtcaaact A/G catgttaatagaggacttca 


3059 


ALDH1A2 


16 


intr on 1+4254 


aggacttcaggttttttttt T/A aaatactttttcataactat 


3060 


AL0H1A2 


17 


intronl+4397 


cccttccactacatgggcct A/G tgttaccatgtggaattatc 


3061 


AL0H1A2 


18 


intronl+5935 


aactccaggttgcaaataga T/C gtttctggtattttaagtag 


3062 


ALDH1A2 


19 


intronl+6206 


ttttgaaagccctcctagca T/G ttctttaatttctttattga 


3063 


ALDH1A2 


20 


intronl+9559 


agataaattgatgaattatt C/T actctgtgctgctgatagat 


3064 


ALDH1A2 


I 21 


intron1+ (9631 -9632) 


taaaaagaatttctaaaaga (AAGA) ccttttttttgaataactct 


3065 


ALDH1A2 


21 


intron1+ (9631-9632) 


taaaaagaatttctaaaaga ccttttttttgaataactct 


3066 


ALDH1A2 


22 


intronl+12731 


ctgaaatagaaacctttcag T/A gtaccttgcagagcagtgaa 


3067 


ALDH1A2 


23 


intronl +13442 


cagtgtcataaagatccagc G/A gaaatcaaaatgtttcatat 


3068 


ALDH1A2 


24 


intronl + (141 73-1 41 76) 


tctaaaaaaataaataaata AAAA/A gagaaaattaagtttaagat 


3069 


ALDH1A2 


25 


intronl +14586 


actcatttattggttcaaag C/G cttcttcaaccttaggatat 


3070 


ALDH1A2 


26 


intronl+14595 


ttggttcaaagccttcttca A/G ccttaggatatgcattgagg 


3071 


ALDH1A2 


27 


intronl+14711 


gtttgagacattaacttcta A/G ttcaactgaagatgctagtt 


3072 ! 


ALDH1A2 


28 


intron1+(15327-15337) 


gaagagcacagtagaaagac (T) 9-1 1 aaccctagcaatactattga 


3073 


ALDH1A2 


29 


intronl+17258 


atcagtacaatgtgttgggc A/G tacaacacttaatttaaaat 


3074 


ALDH1A2 


30 


intronl+18277 


taatacaaatcatttgaagc A/G tttactattaaaaaaacaaa 


3075 


ALDH1A2 


31 


intronl+18734 


ctttgagcacctactgcatt T/A taagtgctgttaagatgtgg 


3076 i 


ALDH1A2 


32 


intronl+19081 


ttaatcacctcaatctttaa C/T gaatttcttgatttttcttt 


3077 


ALDH1A2 


33 


intronl+21514 


aatcaggatatggggggttc G/A ttctttattctgccacaaat 


3078 I 


ALDH1A2 


34 


intronl+21732 


cattttaaaatagtgcttta A/G taggacttggctgttaaagt 


3079 1 


ALDH1A2 


35 


intronl+21865 


tggcataggtttaaaaatgt C/T tgttgtaggactcttttcca 


3080 


ALDH1A2 


36 


intronl+26282 


taaagaaggagaaaaaaaaa A/A ctaatctgagactttgcagg 


3081 


ALDH1A2 


37 


intronl +27805 


ggatgatgctacccaaggaa T/C tgcacacttccagacagtac 


3082 


ALDH1A2 


38 


intronl +28204 


tcactccattttttaactgt C/G cttcctaaatgtgtggttaa 


3083 


ALDH1A2 


39 


intronl +28521 


tctttgttacacttcttaaa T/C cggggtatcagataatcttc 


3084 


ALDH1A2 


40 


intronl +49478 


gaataaaaggatagggacat G/T ggtaagaccactttttccct 


3085 


ALDH1A2 i 


41 


intronl +49834 


gcctctcaattttctcatgt G/T taatagagagaaaaccctgc 


3086 


ALDH1A2 


42 


intronl+50351 


gactgactggttcataagtt C/G agaaatttcactgtggtgct 


3087 


ALDH1A2 


43 


intronl+51181 


tgttattaccatagtagttc C/T gtaacacttggccgttgact 


3088 


ALDH1A2 


44 


intron3+654 


ttaacctctcttgagtaaaa G/A gaatccttcagaaccagagg 


3089 


ALDH1A2 


45 


intron3+668 


gtaaaaggaatccttcagaa C/T cagaggggatggtacggacc 


3090 


ALDH1A2 


46 


intron3+712 


catacacttctgctccgttt G/T ccctgtcattctgtgagcca 


3091 


ALDH1A2 


47 


intron3+1273 


tattcatactgtgaaaaagg T/A gtttcatggtgaagaaattc 


3092 


ALDH1A2 


48 


intron3+1743 


ccacacctaaatgagattcc C/T gttttaaacactctcaagct 


3093 


ALDH1A2 


49 


intron3+2891 


tgcacatatatactcattgt A/G gtttttactaggaactagac 


3094 


ALDH1A2 


50 


intron3+2919 


ctaggaactagaccaaactg G/A cagtactagaaatcttttta 


3095 


ALDH1A2 


51 


intron4+290 


cattgtgctagattaggtgc T/C ggggtaggtatgaaggggca 


3096 


ALDH1A2 


52 


intron4+380 


ctccttgccctcctgaaaca T/C ataagatctactctttggaa 


3097 


ALDH1A2 


53 


intron4+461 


gattatggctgattttcagt G/T tctttttaatatttttctct 


3098 


ALDH1A2 


54 


intron4+506 


tctatatttctcgaacggcc G/A tgaattactttcataatcta 


3099 


AL0H1A2 


55 


intron4+1952 


ttggtccccactccacctgt C/G atttcattattaaaacaaca 


3100 


ALDH1A2 


56 


intron4+2079 


ctctatttggcctaacggta C/T cttggttttcttttacttcc 


3101 


ALDH1A2 


57 


intron4+2519 


ttgggtcataagagctctct C/G catggtgtctcaaacagatg 


3102 


ALDH1A2 


58 


intron4+(2840-2851) 


tttgtctctgcatacttggc CT) 11—13 cacagtgaagtctggaatat 


3103 


ALDH1A2 


59 


intron.4+7231 


aataggatacaaatacacaa A/T gatagtgattcagatcctaa 


3104 


ALDH1A2 


60 


intron4+7958 


taaaatcgtttttattgtta C/T taggtatataaaatttgcta 


3105 


ALDH1A2 


61 


intron4+8090 


tctgattttatcactgttta C/T agattgcttagtcatactca 


3106 ! 


ALDH1A2 


62 


intron4+12823 


tgttagcctgtagctaaatg C/T ttttcaaatatgtgaacggt 


3107 


ALDH1A2 


63 


intron4+12939 


atgaggtccgacttttaaga T/C ttttgtctacattttcttcc 


3108 


ALDH1A2 


64 


intron4+14935 


tattgatggagttcttttta T/G aaatggacttttaccttctt 


3109 


ALDH1A2 


65 


intron4+15321 


gcatttgggtgtctgagaga C/T atatccagaaatatgctatg 


3110 I 


ALDH1A2 


66 


intron4+15412 


tttcaagtttatttctgttt T/G tttttttttttttttttttg 


3111 


AL0H1A2 


67 


intron5+1888 


aatccaaacatctgtacttt G/T tagtggacaagatttatgtc 


3112 


AL0H1A2 


68 


intron7+9166 


gaaaagctactttattcaaa G/A ataaaagtattttaagaaaa 


3113 


ALDH1A2 


69 


intron7+9914 


aagctggagaaaatactagg C/T tttcctcaacagtgatttcc 


3114 
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ALDH1A2 


70 


intron7+18942 


tttggaggggaactaatccc G/A tgacttctaggttatctctt 


3115 


ALDH1A2 


71 


intron 7+1 9820 


ttcacccctcattttaggtt A/G ggggaggtggcttgctacag 


3116 


ALDH1A2 


72 


intron7+19826 


cctcattttaggttagggga G/A gtggcttgctacagttttag 


3117 


ALDH1A2 


73 


intron7+19913 


cgtgaatcattcagtatttt A/G tttaaaaataccagtttgaa 


3118 


ALDH1A2 


74 


intron7+ (201 10-201 11) 


catgatttattctctaacta (ACTA) tgctaagtcaaagattctgc 


3119 


ALDH1A2 


74 


intron7+ (201 10-201 11) 


catgatttattctctaacta tgctaagtcaaagattctgc 


3120 


ALDH1A2 


75 


intron7+21857 


acaatgaaaattaagaaagg A/T gaagagggaagaagcagaga 


3121 


ALDH1A2 


76 


intron7+21929 


tacaagacacaggcatcttt A/G actagtttactgggatctct 


3122 


ALDH1A2 


77 


intron7+23308 


ggctttgacttcggaaacct G/T tgggttataacaaagtactg 


3123 


ALDH1A2 


78 


intron7+23554 


gacattggtgaaaaccaggg C/T tgtttaggagtgtcctgtcc 


3124 


ALDH1A2 


79 


intron7+ (23701-23703) 


catctgagatttgccttgtg GTG/A tttaccgagttagtgggtgc 


3125 


ALDH1A2 


80 


intron7+26479 


gatacatgaacaatttgttt T/C atcctcatgatatctttcaa 


3126 


ALDH1A2 


81 


intron7+26561 


taaaggccacaatgcagtga T/C tgaaatctccagttacattt 


3127 


ALDH1A2 


82 


intron7+26662 


tttccttagtccttccatca C/T gaaactaaagctgtcttcca 


3128 


ALDH1A2 


83 


intron8+76 


tttatatctccacttttgat G/A ggacactagcaaaagatatt 


| 3129 


ALDH1A2 


84 


intron8+ (700-711) 


accatctcattcagtgattc (T) 11-12 ccctccacttgttgccaggc 


3130 


ALDH1A2 


85 


intron8+724 


ttttttttccctccacttgt T/C gccaggcagagctgctttcc 


3131 


ALDH1A2 


86 


intron8+800 


cagattgcttgaatttcagc C/A ccagcttggaatttgcagag 


3132 


ALDH1A2 


87 


intron8+1251 


gatttctgtgaaaattgaga G/A gatctggcaacctggggctc 


3133 


ALDH1A2 


88 


intron8+1627 


ggcccctccccaggcaaagc G/A gtgagaacatggctgtttcc 


3134 


ALDH1A2 


I 89 


exon9+141 


tggagcgggccaagaggcgc G/A tagtggggagtccctttgac 


3135 


ALDH1A2 


90 


intron9+778 


aaccagtctggacagatccc T/C tgtagcttgtgaaagtgtag 


3136 


ALDH1A2 


91 


intron9+801 


tagcttgtgaaagtgtagga A/G gtgaagggctggctcacttc 


3137 


ALDH1A2 


92 


intron9+868 


tctgaaggcctcgtgtactt T/C agtggggtggggagggccac 


3138 


ALDH1A2 


93 


intron9+1338 


aatttttgcctctttttact A/G tcaatacaacttgctaagtt 


3139 


ALDH1A2 


94 


intron10+ (227-229) 


ctatgtgcttatgattatta TTA/A gccaacagaacaatcagaat 


3140 


ALDH1A2 


95 


intron10+316 


ctaaatgtgggtcactggga T/C gttaaccaggagagagaatc 


3141 


ALDH1A2 


96 


introni 0+368 


ctttacatctgtgcaagaga G/A ggacaaggagcaaatcagcc 


3142 


ALDH1A2 


97 


intronl 0+660 


gtaaacttgcattgaaatgt G/A gaaagcaggtaaaggaatga 


3143 


AL0H1A2 


98 


introni 1+104 


tggggaataccaaaagcaac C/T aaagttcaccagaaaagggg 


3144 


ALDH1A2 


99 


intronl 1+229 


aaacttctaaaagaaatacc A/G tgccagtcagattatgtgct 


3145 


ALDH1A2 


100 


introni 2+1 17 


catacattcaacaaacattt C/T gtggagcacatgctactata 


3146 


ALDH1A2 


101 


intronl 2+691 


gatagggaagatcactgtga A/G ctggaaaaatctgggaaacc 


3147 


ALDH1A2 


102 


intronl 2+1 934 


catcttgtctagattgcatg T/C ttgtttgtttgtttgtctct 


3148 


ALDH1A2 


103 


intronl 2+1 973 


ctacttacccccaaaacatg T/A tttctctttcttaaatgacc 


3149 


ALDH1A2 


104 


intronl 2+2722 


ccagagtgactccagtatac C/A tcactgcccaggacccacag 


3150 


ALDH1A2 


105 


intronl 2+3855 


cacttgaaagcaaccataat T/C gtgaggtttctgatgctgta 


3151 


ALDH1A2 


106 


intron12+4185 


ttgetttaagegaaatgaac T/C atacggacaggagaacagcc 


3152 


ALDH1A2 


107 


intronl 2+4991 


acaggaacacttagacatgc A/G acccactcccaccctccgtc 


3153 


ALDH1A2 


108 


intronl 2+ (5018-5019) 


cccaccctccgtcttggggg (G) aggaaagcacactactgtcc 


3154 


ALDH1A2 


108 


intron12+ (5018-5019) 


cccaccctccgtcttggggg aggaaagcacactactgtcc 


3155 


ALDH1A2 


109 


intronl 2+ (5051-5052) 


actgtcccaaagaactaata (A) ctgaaccagtgctgccttgt 


3156 


ALDH1A2 


109 


intron 12+ (505 1-5052) 


actgtcccaaagaactaata ctgaaccagtgctgccttgt 


3157 


ALDH1A2 


110 


intronl 2+ (5300-5302) 


ttaaagttttaaaaaaactt CCT/A taaaaactactcatgagatg 


3158 


ALDH1A2 


111 


intronl 2+5405 


catcccaggacttgctgttc G/C caggtgataaactgcacctc 


3159 


ALDH1A2 


112 


intronl 2+5435 


aactgcacctccccaggact C/A ccgctgcactcacatgcagc 


3160 


ALDH1A2 


113 


3* f 1 ank i ng+449 


tttgggccgggaacaatttt T/C caaggttgtaaagccaaatt 


3161 


ALDH1A2 


114 


3* f lanking+597 


acctgggatattcctgaccc A/C atctggttttcttttaccca 


3162 


ALDH1A2 


115 


3' f lanking+669 


atagagactggaagtcatca T/C gtgcagttcaccgcttctga 


3163 


ALDH1A2 


116 


3' f lanking+1122 


cgtgctccactgagctcctc T/G gtcacaccccattcttgccc 


3164 


ALDH1A2 


117 


3'flanking+2214 


tgcagctgtaaaaagaaatc T/C gtaaatggtgaccgtactac 


3165 


ALDH1A3 


1 


5' flank ing-1 425 


cagtgttagccagccgatat C/T ggtcaaggctgccccgctcg 


3166 


ALDH1A3 


2 


5' f lanking-1379 


ccattatcccctttccccgg C/T ctcagctgtgcactccaggc 


3167 


ALDH1A3 


3 


5'f lank ing-1 270 


aacttacccctctatccagc T/A ctatccagaaggacaccagg 


3168 


ALDH1A3 


4 


5* flanking- (121 4-1 21 3) 


acggaggcctcaaaacagga (GGA) aaataaggagacccctcccc 


3169 


ALDH1A3 


4 


5'flanking-(1214-1213) 


acggaggcctcaaaacagga aaataaggagacccctcccc 


3170 


ALDH1A3 


5 


5' flank ing-1 103 


gcacagcttttgtcaggagt C/T cgtgcctccggtctttgttc 


3171 


ALDH1A3 


6 


intronl +986 


gccttaactttccccacctt T/G ggcttctcttgatttttgct 


3172 


ALDH1A3 


7 


intronl+1462 


gtacaggatttcaaaatact G/A tatatagaaaccagacagta 


3173 


ALDH1A3 


8 


intronl+1661 


cctgttgtcttggtgggtgc G/A caacctttgccagttaaagg 


3174 


ALDH1A3 


9 


intronl+2360 


agaggatagaagtcccttct A/G atttagagggcctctttctt 


3175 


ALDH1A3 


10 


intronl+2516 


tgaaaacatattctttttga G/A tttagctgagtggcctgttg 


3176 


ALDH1A3 


11 


intronl+2624 


cctgagacaccttacagctc C/T gtcctgcttccatgtcattc 


3177 


ALDH1A3 


12 


intronl+3255 


tttcatctttctacaaatgg G/C cccctcttcctggctgcact 


3178 


ALDH1A3 


13 


intronl +(3643-3656) 


gcttcagaggtttttgtggg (T) 12-14 aacattctatcaacttttaa 


3179 


ALDH1A3 


14 


intronl +4265 


ccaaaagccctctcttttaa T/C atgacattaataagacaatt 


3180 


ALDH1A3 


15 


intronl+5187 


caagatggataagacgtcac C/T taaggtccttagcatgttga 


3181 


ALDH1A3 


16 


intron2+43 


ctctaagtaattcaattatg G/T atgaccaaaggataaggaaa 


3182 


ALDH1A3 


17 


intron2+127 


cagggcctgggctagctgcg T/C gaattggcatgtggttctca 


3183 


ALDH1A3 


18 


intron2+ (285-300) 


aggaaaggttttcttttttc (T) 16-1 7 atcaattatttggacctgga 


3184 


ALDH1A3 


19 


intron2+778 


cgtgtgcagagtaggcttgg A/G ttttatcttgcccatgagtt 


3185 


AL0H1A3 


20 


intron2+1216 


actcggtagagtcactcctg A/C ctggtgtcccacatccactc 


3186 


ALDH1A3 


21 


intron3+81 


accatggggtatgggaaaaa A/C gatcacggtcctggttttgt 


3187 


ALDH1A3 


22 


intron3+236 


gctcagcttcttgaccaagt T/G gttgtctataggcagttgag 


3188 


ALDH1A3 


23 


intron3+1467 


ggcccggttgtaggggagga G/T atctcctttctggcctttga 


3189 


ALDH1A3 


24 


intron3+1725 


ccacatgttccccgggtgag A/G gtagctccctcccagggtaa 


3190 


ALDH1A3 


25 


intron3+3777 


gccagaagtagatgccccca A/G ttcagctgctgcattactgg 


3191 


ALDH1A3 


26 


intron3+3829 


caagtcactgggccgttagc G/C tccgtgcctgcaccttgaag 


3192 


ALDH1A3 


27 


intron3+4299 


tcactttccacagccacact G/A gccagcctggccgagaagga 


3193 


ALDH1A3 


28 


intron4+84 


agagccccccctgactgttt C/G cctaaggcaccattcccaac 


3194 


ALDH1A3 


29 


intron4+126 


ccactccctctccaaatggt A/G ctgccaattcttcttctaag 


3195 


ALDH1A3 


30 


intron6+ (290-291) 1 


tagagaattttcaggggggg (G) tcaaccaagagggagccaaa j 


3196 


ALDH1A3 


30 


intron6+ (290-291) ! 


tagagaattttcaggggggg tcaaccaagagggagccaaa 


3197 


ALDH1A3 


31 


intron6+705 


aacagctggtgatgagccaa T/G tttccactttcctttggtga 


3198 


ALDH1A3 


32 


intron7+56 


ggggcgtgttatttgacacc C/T gtgagcttttcctttgacag 


3199 


ALDH1A3 


33 


intron7+1107 


gatgctgttactctccttgg A/G gacagacactgccctgtgga 


3200 


ALDH1A3 


34 


intron7+1610 


aagagccacacagaaccacc C/G ccctactgggctgttggaat 


3201 
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ALDH1A3 


35 


intron7+1820 


cacctgtaagtggagcggct T/C agaccaaggatcccaggatg 


3202 ! 


ALDH1A3 


36 


intron8+963 


gagaaaggacaggaggagga C/T acaggctctcaggaaggaaa 


3203 


ALDH1A3 


37 


intron8+1824 


accattcttatccactaagc G/A tgtcccccaagatcttattc 


3204 [ 


ALDH1A3 


38 


intron8+2384 


cgcctccctcgcccctcccc C/A tccagtggacttggcagtgg 


3205 


ALDH1A3 


39 


intron9+24 


atccccctggtgtgtgtgaa A/C ccatggtgcttgtctagggg 


3206 


ALDH1A3 


40 


intron9+91 


gcctacagggtccctctccg T/C gaaaggaatgctgacctgtc 


3207 


ALDH1A3 


41 


intron9+219 


actgaggcatgggaggaggg C/G gctattcccagggcagaagg 


3208 I 


ALDH1A3 


42 


intron9+435 


ccagacggagagagcctggg G/A caggagaatgtatctccagg 


3209 


ALDH1A3 


43 


intron9+1472 


ttgacttttgaggccagata C/T accgatttcttccaagagaa 


3210 [ 


ALDH1A3 


44 


intron9+2038 


taaacaatgtgttcctacgg G/A ctctccagggagtgtggagt 


3211 


ALDH1A3 


45 


intron9+2124 


caaacagggtctgccagatg G/A catatgcccagcagccaggg 


3212 


ALDH1A3 


46 


intron9+2154 


agcagccagggaggacctgc G/C gttgggcgaagcccctgtgt 


3213 


AL0H1A3 


47 


intron9+2197 


cttttggcccctcagggagg G/A gaagagcagctcagcagcat 


3214 


ALDH1A3 


48 


intron9+2466 


ttcttagttcctcatgtttc C/T ctctagaatgttttcgtgtg 


3215 


ALDH1A3 


49 


intron9+3655 


gattggtcaagtggcatgca C/T ggtttatgccctctctcctg 


I 3216 


ALDH1A3 


50 


intron9+3954 


gggtgcgcttttgacaactg C/G tcagtagcgtgttcacaagc 


3217 


ALDH1A3 


51 


exon 10+88 


tggaatgcgggggctcagcc A/G tggaagacaaggggctcttc 


3218 


ALDH1A3 


52 


intron10+8 


tgccaaagaggaggtacaag G/A gggctgtggcaaggctacga 


3219 


ALDH1A3 


53 


intronl 0+307 


ctctctgattttctaacaca A/C ccggtccccgagtcagtcat 


3220 


ALDH1A3 


54 


intronl 0+378 


gtgggttttgccaggaatca G/A ttcaagaacctgtggattca 


3221 


ALDH1A3 


55 


intronl 0+975 


aatattgtgtcattccttcc C/G ctggtagttattatggaaac 


3222 


ALDH1A3 


56 


intronl 0+1 088 


cagtgccaggagccaggggg C/T cttctccagatgactctgag 


3223 


ALDH1A3 


57 


intronl 1+105 


ttgtttacattgtatattat A/G taccaagccctgtctcagtg 


3224 


ALDH1A3 


58 


intronl 1+274 


agggctccagtacctgtgcc T/G gtggcccctgtgctgtactg 


3225 


ALDH1A3 


59 


intronl 1+1088 


cagtgccaggagccaggggg T/A cttctccagatgactctgag 


3226 


ALDH1A3 


60 


intronl 2+96 


ctccaatctgctgacacccc G/A tcccccccacaccgccgctc 


3227 


ALDH1A3 


61 


intronl 2+5642 


tctgtgctaacgtctgcttc T/C ctcatgccccctaggctggc 


3228 


ALDH1A3 


62 


exonl 3+104 


gggctccttcctcaaacatc G/C gacggcggaatgtggcagat 


3229 


ALDH1A3 


63 


exonl 3+281 


ataggttgtctgtgaaatcg C/T agtcctgcctggggagggag 


3230 


ALDH1 A3 


64 


3' f lanking+743 


gtgagcaggaaactgtagga G/A aaggatattttccctcattt 


3231 


ALDH1A3 


65 


3' f lank ing+1 145 


gcctcccagctaccccaccc A/G cctcaggaggggtcattcca 


3232 


ALDH1A3 


66 


3* flank ing+1 185 


aacctagggtgctgagaatc T/C gggtgggattaccagcaaaa 


3233 


ALDH1A3 


67 


3* flank ing+1 600 


acaccacgccctgcaaattg T/C tgggaacttgtcggtggcaa 


3234 


ALDH1A3 


68 


3' flank ing+1 847 


caggagccctgcggctgccc C/G ggttctgtgaaatggcagtg 


1 3235 


ALDH1L1 


1 


intronl+252 


cgcagcgccaggactggccc G/C ccgaggatctggccggccgc 


3236 


AL0H1L1 


2 


intronl +544 


ctcaggggctgcgctggagt C/T ccagctccagccactgcgct 


3237 


ALDH1L1 


3 


intronl-6596 


cagatttttcttaaggtgca C/G tagccactgaggatattttt 


| 3238 


ALDH1L1 


4 


intronl-6513 


caattatggtttatcttagg G/A acatgtttatagagatagta 


3239 


ALDH1L1 


5 


intronl -6478 


atagtattcttacttagctt G/A cattctaaattttgttccct 


3240 


ALDH1L1 


6 


intron2+240 


gtggcattagggtcctggag A/G agggctatagagaagcccag 


3241 


ALDH1L1 


7 


intron2+1326 


gaggaggagaccggagagga G/C agccagtccagtcagggccc 


3242 


ALDH1L1 


8 


intron3+386 


gtcctactctaacttccact G/A ccgctgctctgggcagcaca 


3243 


ALDH1L1 


9 


intron4+271 


gggcccgttcaatagacaag G/C aaggctaaaggcagggactg 


3244 


ALDH1L1 


10 


intron4+356 


taggattctatttctctctc C/T ttcactcgttgattctcctt 


3245 


ALDH1L1 


11 


intron4+608 


gtgctctgataggctgtctc A/C gtcacatgcttcctgctggg 


3246 


ALDH1L1 


12 


intron4+664 


ggtcacatggcctgagcggc A/G gggcggctcagtcacctggg 


3247 


ALDH1L1 


13 


intron4+785 


gagggctgcttgcccctgcc C/G gaggacaggctggcagggac 


3248 


ALDH1L1 


14 


intron4+874 


ccctggggagcccttgctgt T/G tgggcgcagcaggaagagca 


3249 


ALDH1L1 


15 


intron4+1349 


tccctcaggctcttgctcac G/A tgggcccagactccttggct 


3250 


ALDH1L1 


16 


intron4+1799 


ctggggctgggaaggaggca G/A ggtcctattgctggggatag 


3251 


ALDH1L1 


17 


intron4+1815 


ggcagggtcctattgctggg G/A atagcaacccactggatctc 


3252 


ALDH1L1 


18 


intron5+272 


aaagcccacagggagataag A/G gtgggagttagggggcaaaa 


3253 


ALDH1L1 


19 


intron5+301 


tagggggcaaaacgtcagcc G/A tagtgcgagcagtcttcaag 


3254 


ALDH1L1 


20 


intron5+343 


caaggtgtgagggacagtgc G/A ggtctctggagcaatagcca 


3255 


ALDH1L1 


21 


intron6+926 


cctgcctgggctactggctt C/T gggggcttcttctcacccac 


3256 


ALDH1L1 


22 


exon7+41 


aacgctgaacacttcaggcc T/C ggtgcccgagggagacgctt 


3257 


ALDH1L1 


23 


intron7+305 


cctagaatcagagagaagcc C/T tcccagggagcctgggttca 


3258 


ALDH1L1 


24 


intron7+837 


gtccggacaaaccccatggg C/T gtggtacccccagccgtgtt 


3259 


ALDH1L1 


25 


intron7+866 


cccagccgtgttgctgtgtc C/T ggcctaccagagtgaggcgt 


3260 


ALDH1L1 


26 


intron7+884 


tccggcctaccagagtgagg C/T gtggcagtatggggcctggc 


3261 


ALDH1L1 


27 


intron7+1118 


aatgttccagaaaatcatgc G/C aggcagtaagggcagaggaa 


3262 


ALDH1L1 


28 


intron7+1168 


aaagtaaaggttcaggagaa G/A tctagcctggggctgctccc 


3263 


ALDH1L1 


29 


intron7+1451 


cagggcacccacagcatctg T/C ccagagacctgcaaagacag 


3264 


ALDH1L1 


30 


intron7+1489 


caggaatgcaaagaaggcaa T/C taagtgtcttaagaggaagc 


3265 


ALDH1L1 


31 


intron7+1579 


tcagggtgggaggggagtga G/A gagagaccagctgagcacac 


3266 


ALDH1L1 


32 


intron7+1691 


ctggctgggctttagcttgc A/C gaaagctccagaacatcttt 


3267 


ALDH1L1 


33 


intron8+2627 


aaagaggagagccgggggtg C/T ttgtgccaggggttggggga 


3268 


ALDH1L1 


34 


intron8+2646 


gcttgtgccaggggttgggg G/A aactggttctgattgggcct 


3269 


ALDH1L1 


35 I 


intron8+2925 


ctgctgccctccataggtcc C/G agactgaatccttcagagga 


3270 


ALDH1L1 


36 


exon9+4 


caggtcttgctttgcagagt G/T tttggcagcggatcctcccc I 


3271 


ALDH1L1 


37 


exon 10+1 09 


cagctgttagtgaggaagct G/T cgaggggacgatgaggaggg 


3272 


ALDH1L1 


38 


intron10+(671-672) 


tggcattttcctctgtctga (AG) gtcctcttagcccaccctaa 


3273 


ALDH1L1 


38 


intron10+ (671-672) i 


tggcattttcctctgtctga gtcctcttagcccaccctaa 


3274 


ALDH1L1 


39 


intronl 1+8 


caccgatggaagtgtgagtg C/A aggcccagcaccccttctcc 


3275 


ALDH1L1 


40 


intronl 1+447 


atgagccaaagcacgcctat G/A gtagatacacacgtgaacat 


3276 


ALDH1L1 


41 


intronl 1+601 


ctcaaaatgagtcatttgag A/G ggagttaatgaaagactcat 


3277 


ALDH1L1 


42 


intronl 1+639 


catctgcaaagggagaggga G/A ggggtagggacacagacagg 


3278 


ALDH1L1 


43 


intronl 2+684 


tcctgggagaagagagggtg C/T ggccagatgagccgagaaca 


3279 


ALDH1L1 


44 


intronl 2+767 


cgtctaggggtgcgaagcca A/G gttatggcgtggtcccaacg 


3280 


ALDH1L1 


45 


intron12+1014 


tcataggttccagtcccctt C/T gcaagcccctcaattctaga 


3281 


ALDH1L1 


46 


intron12+1359 


ctggttctgcctcagctcag C/T acagcagaggctgggtctag 


3282 


AL0H1L1 


47 


intron12+1734 


ggtggtccaggctgctggtg G/T tcagtagggccggccgagcc 


3283 


ALDH1L1 


48 


intronl 2+1 901 


ttcagcagcctaactgaatt G/A acaatagaatagtcctgcaa 


3284 


ALDH1L1 


49 


intronl 2-470 


gggatggggccacctctcca T/C ctctggagatgccaggctca 


3285 


ALDH1L1 


50 


intronl 2-334 


aagggcagcctcttgggcca T/C gacccctttgctgtctgcag 


3286 


ALDHILt 


51 


intronl 2-325 


ctcttgggccatgacccctt T/C gctgtctgcagcaagtgggt 


3287 


ALDH1L1 


52 


intronl 2-221 


gaaggaagcgagggaagatc G/C aggaaaggagagagggacag 


3288 
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Table 1 



JP2001 -256862 



Des i g- 
na l i on ot uene 


Nol 


Location 


Sequence 


SEQ ID NO 


ALDH1L1 


53 


intron12-4 


cccgcttcccctcaccctgg T/C caggttggcagatctcatgg 


3289 


ALDH1L1 


54 


intron13+34 


tcccacccagtgtgagcaca T/C gcagactggcccagccatat 


3290 


ALDH1L1 


55 


intronl 3+58 


gactggcccagccatatagg A/G gaactccaagggcagcacag 


3291 


ALDH1L1 


56 


intronl 3+1 25 


ccacaactggtggcttggaa T/C gacacctgtttattagcttg 


3292 


ALDH1L1 


57 


intronl 3+1 26 


cacaactggtggcttggaat G/A acacctgtttattagcttgt 


3293 


ALDH1L1 


58 


intronl 3+281 


acctgcatccagacgagttc T/G ggtgttgacagagttcagtt 


3294 


ALDH1L1 


59 


intronl 3+299 


tcgggtgttgacagagttca A/G ttccgtgtggatgcagggct 


3295 


ALDH1L1 


60 


intron14+121 


catttatcaaacagccatcc A/G tgtgcttcttgagcacctgc 


3296 


ALDH1L1 


61 


intronl 4+1 67 


gccaggcattgttgtaagga C/T ttgaggacaattgtatttaa 


3297 


ALDH1L1 


62 


intronl 4+205 


taatctcccagtaacactgg A/C tcagtcaggtccacggtggg 


3298 


ALDH1L1 


63 


intronl 4+21 9^ 


cactggatcagtcaggtcca C/G ggtgggaaacaagagtaaac 


3299 


ALDH1L1 


64 


intronl 4+2275 


tctcatctgtgatgcatccg T/C cagacctctgctcccagcct 


3300 


ALDH1L1 


65 


intronl 4+2431 


agaatgactgagtgatcaga C/G ctagagagccccagccccgg 


3301 


ALDH1L1 


66 


intronl 4+2660 


agccaagcatttcttgggga C/T accaagaaaccttgcttggt 


3302 


ALDH1L1 


67 


intronl 4+2740 


aactccaccctcaccgtcca T/C gcagctccccaggagcgtca 


3303 


ALDH1L1 


68 


intronl 4+2756 


tccatgcagctccccaggag T/C gtcagagggcagaggagggg 


3304 


ALDH1L1 


69 


intronl 4+2805 


ccgcacagcaggagaatggc T/C ccaagggagggagggacggg 


3305 


ALDH1L1 


70 


intronl 4+ (3636-3637) 


tctcctgggtgtgtgtgggg (G) tgtggggcagctcccctatc 


3306 


ALDH1L1 


70 


intronl 4+ (3636-3637) 


tctcctgggtgtgtgtgggg tgtggggcagctcccctatc 


3307 


ALDH1L1 


71 


intronl 4+4347 


tccaggacagaaacagcagg C/T gtgagctgcctctcagaggg 


3308 


ALDH1L1 


72 


intronl 5+380 


atgtcccttatgtggcttcc A/G agaccagaagtcctggagag 


3309 


ALDH1L1 


73 


intronl 5+ (1055-1 056) 


gccacaatctgcagctactc (C) tcccagcttgctgctgggct 


3310 


AL0H1L1 


73 


intronl 5+ (1055-1 056) 


gccacaatctgcagctactc tcccagcttgctgctgggct 


3311 


ALDH1U 


74 


intronl 7+1 5 


gaaaaggtgcgtggctgggg G/C tggagcagaggaggggctgc 


3312 


ALDH1L1 


75 


intronl 7+44 


aggaggggctgctgtgagtg C/T gcctgggacatggcagtgct 


3313 


ALDH1L1 


76 


intronl 7+51 


gctgctgtgagtgcgcctgg G/A acatggcagtgctgtccaca 


3314 


ALDH1L1 


77 


intronl 7- (2224-2223) 


ctggtgtcatctcccagact CT/A gtcactaaaccacaatatga 


3315 


AL0H1L1 


78 


intron18+140 


agcgtcatcacaagcatagc G/A tggcaggcagcaggcttagg 


3316 


ALDH1L1 


79 


intron19+ (51-52) 


tggttcactgggacagcagc GC/A ctggctggagggggttggag 


3317 


ALDH1L1 


80 


intronl 9+399 


tcaggtcagcctgggcctga C/A catggacaggggccctggag 


3318 


ALDH1L1 


81 


intronl 9+1 794 


gtcctgtctgggggtcttaa G/C ggagtcatgagacttccaca 


3319 


ALDH1L1 


82 


intronl 9+1 969 


tgatcggggtgcggtttggg G/T cgacaggacaggagcagaga 


3320 


ALDH1L1 


83 


intronl 9+1 972 


tcggggtgcggtttggggcg A/G caggacaggagcagagaata 


3321 


ALDH1L1 


84 


intronl 9+2083 


tgagaagagcagaggggtgt G/f ccgggtgctcgagtcacacc 


3322 


ALDH1L1 


85 


intron19+2119 


acacctgtgtctgattaggg C/T tgattaggggtgcagagttt 


3323 


ALDH1L1 


86 


intron20+1388 


ttaccctcttcccactcccg C/T tggactgtgagttccatgag 


3324 


ALDH1L1 


87 


intron20+1564 


cccaggaaccaggaacagtg G/A ggagccatcaccccgccctg 


3325 


ALDH1L1 


[ 88 


intron20+1873 


tcagtgttaaaacatcattt G/A tgtatgtatgaaaaatattg 


3326 


ALDH1L1 


89 


intron20+2427 


actaggattggatggacttg G/C gatcaggtctcagctctgtc 


3327 


ALDH1L1 


90 


intron20+2458 


cagctctgtcacctgccaac C/T ggcggccccatttccctcaa 


3328 


ALDH1L1 


91 


intron20+2544 


ccaggtgggagagccatctg C/T agcgtggtgacacccatcac 


3329 


ALDH1L1 


92 


intron20+2573 


gacacccatcacacgggtgc C/T gtgacccggtgcttatgtcg 


3330 


ALDH1L1 


93 


intron20+2574 


acacccatcacacgggtgcc G/A tgacccggtgcttatgtcgg 


3331 


ALDH1L1 


94 


exon21+33 


agccaactgttttcacagac G/A tggaagaccacatgttcata 


3332 


ALDH1L1 


95 


exon21+87 


ccttcgggcctgtcatgatc A/G tctctcggtttgctgatggg 


3333 


ALDH1L1 


96 


intron21+323 


ccatgcattaaaccaccccc C/G acactgagtggcttggaata 


3334 


ALDH1L1 


97 


intron21+361 


ataatcagagatttatttta C/G tcacggtctaggttcaatga 


3335 


ALDH1L1 


98 


intron21+478 


gtcttgcgggaggcttcctc C/A gcgtggcagcctcggggttg 


3336 


ALDH1L1 


99 


intron21+1086 


caacccaatcttgcccccgg C/T gctgcagcccggcacatttt 


3337 


ALDH1L1 


100 


intron22+235 


gggcctggaggagacactcc A/C gccaggaggcactgggggcc 


3338 


ALDH1L1 


101 


intron22+313 


atagcagggaggagttggcc G/A tgaagacccaggggcccgtg 


3339 


ALDH1L1 


102 


intron22+1214 


tgggcccacttatgaatcct G/C cccgagttccctcagctccc 


3340 


ALDH1L1 


103 


intron22+1226 


tgaatcctccccgagttccc T/C cagctccctcctaaccctag 


3341 


ALDH1L1 


104 


intron22+1623 


ggggcttcccactgtccaga C/G aaggcggtgggagctgggga 


3342 


ALDH1L1 


105 


intron22+1698 


attctggggagtcctggccc A/G ctatccactgccagggataa 


3343 


ALDH1L1 


106 


3'flanking+145 


gagagacaggaggaaatggg C/T gtgggtcatctcaggcccca 


3344 


ALDH1L1 


107 


3' f lanking+239 


tgggaaacaggtgggaagac G/A gggattgagctgggtgagcc 


3345 


ALDH1L1 


108 


3' f lanking+288 


ggaagcagctcagactccct C/T agcagatggggccgggccct 


3346 


ALDH1L1 


109 


3' f lanking+1513 


agggtcggctcagaccccgg A/C gtgctcctggcatgtccagc 


3347 


ALDH1L1 


110 


3* f lanking+1707 


cggtgggacttgccctagca C/T gtgccacttataccagaaca 


3348 


ALDH1L1 


111 


3* f lanking+1709 


gtgggacttgccctagcacg C/T gccacttataccagaacaga 


3349 


ALDH1L1 


112 


3'flanking+1745 


acagatgagtccatgtcaac C/T gcttcctgagttccctttgt 


3350 


ALDH1L1 


113 


3* f lank ing+1 843 


ctgcctctcagcccacagcc G/A ggccgctcacactcctccca 


3351 


CYP3A4 


1 


intron2+ (754-763) 


cacaaaatgagtttgtgggg (T) 9-1 1 acacaaaggcggaatcacat 


3352 


CYP3A4 


2 


intron7+258 


accactaatcaactttctgc C/T tctatggatttgcctattct 


3353 


CYP3A4 


3 


intron7+894 


tgctgatctcactgctgtag C/T ggtgctccttatgcatagac 


3354 


CYP3A4 


4 


exon9+ (32-33) 


ttccttcagctgatgattga (A) ctctcagaattcaaaagaaa 


3355 


CYP3A4 


4 


exon9+ (32-33) 


ttccttcagctgatgattga ctctcagaattcaaaagaaa 


3356 


CYP3A4 


5 


intron10+12 


cccaataaggtgagtggatg G/A tacatggagaaggagggagg 


3357 


CYP3A4 


6 


intronl 0+459 


agacatgtgacttttttttt T/A gaaaggtaacaatcactttc 


3358 


CYP3A4 


7 


intronl 0+608 


agccgtctcgaatgtctccc C/T acttcataactcctccacac 


3359 


CYP3A4 


8 


intronl 2+2467 \ 


ttttttgcccattactccat A/G gagatcagaatatcactctg 


3360 
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ATP binding cassette subfamily G, member 2 (ABCG2) 
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ATP binding cassette, subfamily G, member 4 (ABCG4) 
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ATP binding cassette subfamily E, member 1 (ABCE1) 
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Carbohydrate sulfotransferase 1 (CHSTl) 
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Carbohydrate sulfotransferase 3 (CHST3) 
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NADH: ubiquinone dehydrogenase flavoprotein 1 (NDUFVJ) 
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NADH: ubiquinone oxidoreductase flavoprotcin 2 (NDUFV2) 
Okb 



SNPs 



Exons 1 

J Dp insoraon 



S3 W S 2 



34 



H f- 

6 7 



33.9 kb 



Fig. 128 



NADH: ubiquinone oxtdorcductase flavoprotein 3 (NDUFVJ) 
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NADH: ubiquinone oxidoreductase A 10 (NDUFA10) 
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Human organic anion transporting polypeptide 1 {hOATPl) 
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Human organic anion transporting polypeptide 2 (hOATPJ) 
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Human organic anion transporting polypeptide 8 (h OA TPS) 
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Human organic anion transporter 1 (hOATl) 
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Human organic anion transporter 2 (hOAT2) 
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Human organic anion transporter 3 (hOAT3) 
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ABCB4 


4 


intron3 + 515 


gagcagagacaattcaatac A/G gacagaagtcttagatgaga 


17 


ABCB4 


5 


intron6 + 1030 


tagttttgccatgtagaatt G/C aaaaagtgatagatggtgtt 


18 


ABCB4 


6 


intron6 + 1437 


gttaagcctficttoaatcaa G/A ttagttatattcttgttcta 


19 


ABCB4 


7 


intom6 + 2449 


ttgacttagcgacactgtta G/A catacttatctttcctgtgt 


20 


ABCB4 


8 


intron7 + 451 


ccttgctgcacctgtgctgt A/C taagtttggcttattatagt 


21 


ABCB4 


9 


intron7 + 530 


agtagagacaggctggcgat C/G acaccggacagagctaactg 


22 


ABCB4 


10 


intron 7 - 152 


aacagaatcatgaaatbaag T/C tgttaatgatttgaaggcct 


23 


ABCB4 


11 


exon8 + 40 


aggataaattgtttatgtcg C/T ctgggtaccatcatggccat 


24 


ABCB4 


12 


intron8 + 130 


c t ggttga ctcc aga ta tea T/C agaaggagttgtaaaattct 


25 


ABCB4 


13 


intron8 + 248 


aatacacaggaagcttctaa A/G taaagteeggaagtcaotct 


26 


ABCB4 


14 


intron8 + 531 


cteaagagtgaatggattca A/G tacgtcccttggaactcacc 


27 


ABCB4 


15 


intron8 + 4240 


ctgaggttccagcttatctc T/A tagagatgtttacttagtct 


28 


ABCB4 


16 


intron 8 + 4343 


tgttagaagaaaaaaaggtt C/T atattacaagagggtctgac 


29 


ABCB4 


17 


intron8 + 4677 


cccaagatatcttcataact G/C tcoatagtgcctagggtgco 


30 


ABCB4 


18 


intron9 + 113 


tttacccagattcacctatt A/G ttatcatttttgctcccaaa 


31 


ABCB4 


19 \ 


irrtron9 + 982 


tgtcctatacagtttttgtt T/A taagtttagtaaattgatta 


32 


ABCB4 


20 


introrill + 457 


tccagcttgggtgacagagt A/G agacttcatctcaaaaaaaa 


33 


ABCB4 


21 


intron 11 + 1337 


tactcttggggagcctatca C/G cagggtgggtcagatatagc 


34 


ABCB4 


22 


exon12 + 3 


tgtttcttttctgtccagat A/T ctctcggcatttagtgacaa 


35 


ABC84 


23 


intronl 2 + 1288 


cagaccacactaaccctcag T/C tggacctcaggatgtcagtg 


36 


ABCB4 


24 


intronl 3 + 208 


tgtggataagaaaatagcat G/A tggttagacoatttgtgaaa i 


37 


ABCB4 { 


25 


intron13 + 988 


cogtoggtttggaagcttgo T/C accctttcttcacttcctca 


38 


ABCB4 


26 


intron13 + (1413-1414) 


tttatcttca cttatgtttt (T) ctcagttaagttatgctaat 


39 


ABCB4 


26 


intronl 3 + (1413-1414) 


tttatcttcacttatgtttt ctcagttaagttatgctaat 


40 


ABCB4 


27 


intron13 * 1931 


cttgcaaatgttgctcttcc A/G caaaaaaaaaaggaaaggat 


41 


ABCB4 


28 | 


intron23 + 784 


agtatctcctaaactcttgc T/C atgeaggaaaaattatttta 


42 


ABCB4 


29 | 


intron25 + 158 


gaaatattttactgtattaa T/C gtctagaacttaaatataag 


43 


ABCB4 


30 ! 


intron25 + 2920 


ctgagtcttcctatacatct T/A ttccattcctcggatgctgt 


44 


ABCB4 
ABCB4 


31 


intron29 + 411 


cttctcttaccttgaattct A/C ggctctcgaactttgacttt 


45 


32 


intron32 + 458 


agaaaatgaaattgccctac T/C gagctaactctgaaagcaca 


46 


EPHX1 


1 


intronl + 110 


tgcaaaatgtgtcttactag C/T ttctagtgcataaaatattg 


47 


CPHX1 


2 

& 


intronl + 143 


aaatattggtggagctcttc G/A ctgtgctgggccagtcacca 


48 




intron I + I uy / 


aatccagagagggagataga T/G tggaagttcaagggtggaca 


50 ~ 


EPHX1 


4 


intronl + 1717 


ttccaagacagagcgagggg T/C gctgctggggcgtggtttgc 


EPHX1 


5 


intronl + 1 772 


aactcgatgctttctcctco G/T tctgggtcctaactgoagtg 


51 


EPHX1 


6 


intronl + 2054 


gaaatgtaacaggcaacact A/G tggacacagaaagtagatta 


52 


EPHX1 


7 


mtron2 +1414 


atttccaaaatctgtttggg G/T gtaactgaaacacttgggaa 


53 


EPHX1 


8 
9 


exon3 + 174 


taccctcacttcaagactaa G/A attgaaggtatgtttgcaaa 


54 


EPHX1 


intron3 + 6583 


ctgtcaataccatgaagggg G/C ggcgggggcactaagggtgg 


55 
56 


EPHX1 


10 


intron4 + 34 


agaggttccataactgcccc G/A tcctcgccaagggtgggccc 


EPHX1 


11 I 


intron4 + 63 


aagggtgggccoggtgttcc C/T aooaggotctccttccggcg 


57 


EPHX1 ! 


12 


intronS + 1 54 


gcagtgcctgaggcacgttg G/A cttggatcctcctgtctgta 


58 
59 


EPHX1 


13 


intron 5 + 276 


tgctggaccaagctctggga T/C agccctgagcagaactoccc 


EPHX1 


14 


exon6 + 130 


gatgtggagotgctgtaccc C/T gtcaaggagaaggtattcta 


60 
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EPHX1 


1 0 


inrrono ^ cuo 


cttTttTr*t*+trtir'tct*f K tTtttTcatr O/A rrtnflfftaccffctccccafft 


61 


EPHX1 


1 tl 


introno t jo»s 


•f crcrr*rT»f"r'r , f*s»cr3iaasiB'*jp'a A/f? P trcr.C.t CiriP~t &ri £T£>E'£ r 3 PT3ff 
LggUUliLbOljagaaaagaga r\f gguuL iwagi-gaggggegag 


62 


rnuvi 

trrlAl 


n 
i / 


Tfl«nt/m<r 4> ~J HQ 

»5 TianKuig ~ /uo 


nrttrtar' art artr.rhtur.nc.tr. A/G P'C C ct Pa 3 PaCTPft Pa £T3 £T3 B" 


63 


EPHX2 


1 


stlanking 04z; 




64 


EPHX2 


1 


5 flanking toZo-o£d; 


aa agtcact ggatatgccGC tec GGcgcccccGaacacgg 


65 


EPHX2 


2 


DTIanking - 5Z2 


asagtcactggatatgcccc T/C cccccgccccccaacacggt 


66 


EPHX2 
EPHX2 


3 


^flanking - 521 


aagtcactggatatgcccct C/T ccccgccccccaacaoggtc 


157 


4 


^flanking - 516 


actggatatgcccctccccc G/C ccccccaacacggtcttatg 


DO 


EPHX2 


5 


5 , flanking - 515 


ctggatatgcccctcccccg C/G cccccaacacggtcttatgt 


oy 

7n 
f u 


EPHX2 


6 


Intronl - 74 


tggctgcttctcaatgaata T/C gaacagtgtctgtttccatg 


EPHX2 


7 


Intron3 + 72 


gagcattaggtcagaatcca T/C tgaagtgagctttgagatca 


/l 

72 


EPHX2 


8 


Intnon4 + 473 


gtgtgtctctactttaatct A/G caaaaggtgattgaatggag 


EPHX2 


9 


Intron5 + 276 


caagagtgggatgttcaagg C/T catcctgacctcacttttga 


73 


EPHX2 


10 


IntronS + 8 


tctgctcctcccggtgggtg T/C gctgtcttgcagctgtctta 


74 


EPHX2 


11 


Intron9 + 1573 


atgtcgtgaagactgatgaa C/T gatggacggctgcactgctc 


75 


EPHX2 


12 | 


Intron10 + 207 


gaacaggatggagatgagct T/C gtttatttgtcttttaatga 


76 


EPHX2 


13 


Intron12 + 911 


tgaagagacctcgacatgtc G/T catcccacatactacaggga 


77 


EPHX2 


14 


lntron12 + 2425 


atcttctcagctgagcaaac C/T gaggctcagagggcttaacc 


78 


EPHX2 


15 


Intron12 + 2460 


ttaaccccaactggcccaag G/A ccaggtacatgattgggtca 


79 


EPHX2 


16 i 


Intron12 -281 


aagtcctttcaagagattat T/C ataagtagtaccttotcatt 


80 


EPHX2 


17 


Intron12 -268 


agattattataagtagtacc T/G tctcattataggaatattga 


81 

82 


EPHX2 


IB | 


Exon13 + 50 


cctgagtcggactttcaaaa G/T cctcttcagagoaagcgatg 


EPHX2 


19 i 


Intronl 3 + 1739 


ttgtcgtaacagggttttca G/T atgagcatatttcctttgta 


S3 


EPHX2 


20 1 


Exon14 + 33 


atecataaaKtctgtgaagc G/A ggtaagagacatgcttggga 


84 


EPHX2 


21 


Introh14 + 314 


ggattgagagcttacctcta T/C gggggtcacctcgtgtatgc 


85 


EPHX2 


22 I 


Intron14 + 878 


attcccttattccttcacac C/T gtctgtcactcattcattca 


86 


EPHX2 


23 


Intronl 4 + 948 
Intronl 5 + 259 


gcacaggctgggtatgaagc T/C ggggctgcatgctcagctac 


87 


EPHX2 


24 


a^agggttttcactactttt C/T agtoatggctcctcagagaa 


88 


EPHX2 
EPHX2 


25 


Intronl 6 + 459 i 


tcctcatttgtcaagcagaa G/C atgagtttccaatctctggg 


89 


26 


Intronl 6 + 645 


gtaagtgaacacactgctac G/A tgccagacttcctgccagac 


90 


EPHX2 
EPHX2 


27 


Intronl 6 +985 


gtcattatcatcatatgacc G/A atgaaaatgaccaaactgca 


91 


28 


3'fianking + 1 2 


aggtggccttacacacatct T/C gcatggatggcagcattgtt 


92 


EPHX2 


29 


3'fianking + 374 


tgttcacggagaatgcacgg C/T atggggatgaaceetttccc 


93 


EPHX2 


30 


3'flanking + 544 


tagccacctgcctttctccc G/A gcttccctagcagagtttgc 


94 


GAMT 


1 


intronl + 429 


ctcggaaagctgagctcagg G/A agacagctgtccccggggtg 


95 


GAMT 


2 


3'fianking + 626 


cactgacctccttgccctga G/A agaaggccggctcctgtgct 


96 


NNMT 


1 


5'fianking ~ 228 


ataattttcctgacgagctc A/T agtgctccctctggtctaca 


97 


NNMT 


2 


intronl + 44 


ccccactaatgtgagtcata T/C agatggagtctcagggcacg 


98 


NNMT 


3 


intronl + 149 


ggataaaaacgaatattggt A/G tagcgattccacagtttaca 


99 


NNMT 


4 


intron2+158 


agataggcccatgtgtgtgc G/A tgttagtaaatttgtgtatg 


100 


NNMT 


5 


irrtron2 + 433 


gctgtagccatccaagccta T/C agaacttggctgtgagtgtg 


101 


NNMT 


6 


intron2 - 3064 


atcatctgactggtaagttc C/T agttctgtggtaactcaagt 


102 


NNMT 


7 


intron2 - 260 


atttcatggagggaagtcca T/C ggtagaagcaggctgetagg 


103 


NNMT 


8 


3'flanking + 71 


ggctcagtggttggggccca A/G tggttcatctaggacgggac 


1 U4 


PNMT 


1 


5 flanking - 390 


aagaggtgaatggctgcggg G/A ggctggagaagagagatggg 


105 


PEMT 


1 


exon2 - 4 


agotcagcagacctcctggc C/T gtggtgggtagctcctttcc 


I UO 


PEMT 


2 


intron4 + 39 


actgtccagacgggagtatc C/T cactgcttggtgagccccac 


i n*7 


PEMT 


3 


intron4 +1317 


accgtccccagctggcccca G/A cctcctgacatgggcctctg 




PEMT 
PEMT 


4 

5 "' 


lntron4 +1355 


ctggagccaggctgcagccg A/C agtgcctggccatcctggcg 


1 HQ 


intron4 + 5925 


gtccaggcactgtggcccta C/T gtgggagtctccagtctcca 


1 1 fi 


PEMT 


6 
j 


intron4 + 6028 


ggcagtggtccaaggaccag u/o axggactcccxcixcxcacc 


1 1 1 


rt.nl 1 


JrvH-nn/1 <4- f\07ft 
{iitru j i*t v\f f o 


atctgtaccctcgoggactc C/T acctggcttcgtgccatcoc 


112 


PEMT 


8 


intron4 + 6089 


cgcggactctacctggcttc A/G tgccatcacccccgccagat 


113 
114 


PEMT 


9 


intron4 + 6379 


tcaggtgtcccctccctcat G/A octcctcaccctgccctctc 


PEMT 


10 


intron4 + 7339 


tgtaaggaatcctgccaaga C/T ggcagatgcacacggggtca 


115 


PEMT 


11 


intron4 + 7619 


ctcctgcacatgtgctocag A/G gaggaaaggcatttgacagg 


116 


PEMT 


12 


intron4 + 8858 


ggcatgtgtgtgtgtgtgta T/G gtgtgtgagtgtgtgcatgt 


117 


PEMT 
PEMT 


13 
14 


intron4 + 9029 
intron4 + 9056 


tttctRgaccagaaagcgtc G/A tcctctgccagggcctcttg 


118 


gccagggcctcttgcacttg C/T gggaeBgctgagctgagctg 


119 


PEMT 


15 


introrv4 + 9512 


ctgagctgggcagcagcatt A/G ctctgtgtgctgctggcact 


120 



c 



tBfE4# 2005-3054255 



& m 2001-256862 



^-v: 16/ 





Mol 






mm 


PEMT i 


16 


intron4 + 9523 


agcagcattactctgtgtgc T/C gctggcactffgcctggtggg 


121 


PEMT 


17 


intron4 + 9622 


gacaaagtgtacaacaaggt G/A tctcgaactgggtcagctca 


122 
123 
124 


PEMT 


18 


intror»4 +- 10776 


ccattcctgggtcttctttg G/A aggctgaatgaa attccatg 


PEMT 


19 


intron4 + 10912 


tctgccccactttgctcaga G/C gtgcaacaaggccttcagga 


PEMT 


20 


intron4 + 1 1590 


ggacactggcctgatgcaga G/C gtgtggtctctctcctgcag 


125 


PEMT 


21 


intron4 + 12090 


EKccagggcacccctaccag G/C ctgagtcccacctgtccagc 


126 


PPMT 


22 


intron4 + 12263 


tacccgccttcccagatgga G/A cgggctgctcatgggactta 


127 


PEMT 


23 


intron4 + 12448 


tctggtcccctctcctgctt G/A tagtttcctgggctaaaatc 


128 


PFMT ' 


24 


intron4 ■♦• 12730 i 


tgggaccagtgccgccacca C/T ggcccaaggacctggtgttc 


129 


□ FMT 

r"EiYl 1 ; 


25 


tntrand + 1 3240 


gggctccaggcacacagcgg T/C cccagtacacctgtcgcttt 


130 


PFMT 
"CM 1 


26 


intron4 + 13494 

IMu ul T 1 Wr w X 


tcogtggaaotcagagatgK T/C acctccctgcgaggtggggc 


131 


PFMT \ 
r^CIV) 1 


27 


intron4 + 13817 


aactctoccctgctgctgag A/G cagatcttggagcctcggcc 


132 


nri/IT 
PfclYl 1 


9ft 


irt+*rir>4 4- J 4T"7 ^ 

inuon*r ^ i*t/ ro 


cceccctertecttcatcccc C/T ctatcoctctcactccctgg 


133 


PEMT 


9Q 


Mtrnnl 4- 1 4.4 R 1 


e+r*r*t««iffet;f*fif}teQcatio G/A ffaffcCtPPEGtECCCtcaca 


134 


PEMT 


Jl> 


intron*! + looyo 


o-nfo+onrtiTfr^f+frpapnfi T/C ycroftr-.H-gg'r trcrtrnntppttr 


135 


PEMT 


01 

OI 


intron** + nwoa 




136 


PEMT 


32 


intron4 + lyoDu 




137 


PEMT 


33 


intron4 + ^uuo 1 


«CCl6Cawl5W566('gwv<Iug rv wl bal.ui£uagaw5vai>hV6at 


138 


PEMT 


34 


irrtron4 *♦* zuo l o 




139 


PEMT 


35 


intron4 + 21 1 96 


ggctggctgggo cctggga t C/G atcgtgacaggctttagtgg 


140 


PEMT 


36 


intron4 + ^ I o^o s 




141 


PEMT 


37 


intron4 *•* <£i oho ! 




142 


PEMT 


38 


mtron4 + 




143 


PEMT 


39 


intron4 4^/ la j 




144 


PEMT 


40 


intron4 + 4401 u 


igccgggcagcggggaggga w m ggcgagtggvt^wus-t-ddg,*. 


145 


PEMT 


A 4 
41 


intron4 + Zoooo 


«^jt/* Affirm fl^^^+BT^<a+^^^ |;/T i3 CTf* r^a t f r* ^ (T fT CT ^ C7 jt L-4 
glgCaggCgCCCXgQalCCC V// 1 g^agwdd^llL/kggsb^o 


146 


PEMT 


42 


;_4_,__ /« j. o^eij7 1 


m/>4C'taf k r/ > tff9 cr^ r*ncr(m ft/T trc+oa airtffirpac occttcc 


147 


PEMT 


At 


inWnnjI •*» 0*50/11 


♦ criraol t patra r*i"r"haf*ii G/A asvairafftBffactcacEllffB 


146 


PEMT 


A A 
44 


intron4 * 44uy 1 


gaC3CClCvXCaClgLCa^Lr *J/ 1 w^JJ«(Jow<3*-'B t * ,, **'^ u w^*" ot 


149 


rem 1 




irrfrw*n4 -f- 9534A 


caggccagttggaatcctac G/A tagagtgaaagcatctcagc 


150 


PEMT 




in-twin A -f- 95^01 


taa?carttaacact2at?c G/A farataaaaattccaacagca 


151 


PEMT 


/17 


In iron** ^ j 1 3 my 


I'tf'f'rrafl'iitffBraffDaarac T/C EtcassaEC3t5C2ac?t&c 


152 


PEMT 


AO 
4U 


moron** ^ j i o j / 


gvgggCXgggacgccaBgac vj/ m BLfta&BSBcu.wa < a^^uj$ 


153 


PEMT 


4!f 


moron** "** o i D44 


MoDtTarurraoparEat'ffa G/A c u a r ttc aa atfLtrtcftttcrt 


154 




50 


inf-rnn4 + *3 554*3 


gg agg a a ctgaaagagctgg G/A ectccR£arlcaggtggttca 


155 


r* tlvi I 


□ 1 


Infrftnd 4- *35ft47 
liHTOn** T OJwH/ 


actttgaggcaccaccgcac C/A tgtccgfcgcgtgagggagac 


156 




59 


inlvnnA 4- *?5ftR9 


tcccagtggtggctctgtcc C/T cgtctcagccgagcactcag 


157 


PFMT 


53 


Tntrnrid + ^5882 


ccgtctcagccgagcactca T/G cggccagggtggctggactc 
ccacaggccggatgccttga T/C acttctcagctgcagggctg 


158 
159 
160 
161 
162 


PFMT 


54 


inf-mncl 4- ^71 dl 


PFMT 


55 


inhron4 4- 18R.fi ? 

lflt_fUII*T T OOOU£. 


tggagagaccacctcagaca C/G caaggacgggcatgccatgg 


PFMT 


5R 


i nh-nnd 4- "7 A ft "7 9 

inuon4 ■ uoo/£ 


acctcagacagcaaggacgg G/X catgccatgggtcccggcdg 


nrllT 






attftrtrAaatr frrr rstrsm C/T" pecraaatctacffcacacc+c 

G LgLLi L^idOCI kuLUU l/(uUu / ' ftfi^v*^Q Lutq W? WWK "" 


net AT 
rtM 1 


CO 




ni»wp'pr , ftflPi7Jiirr apptppp G/T GCtcctcaCaFRSf 


163 
164 
165 








actctffaffcatectffactcc C/T tccttctttccaeegcaffca 


PFMT 
r CM i 


60 




cctgcjttgtgcttcggaccc G/A gaggcagacagaggaggcct 


DFMT 


61 




acaatgactgttggagccct C/T gagcaggctgtgtcaogtgg 


166 
167 


DFMT 


62 


intrnnd + 48131 


actgggggatcctgaatccc G/A cctcctgatgccagtggagc 


DFMT 


63 


inf rnnd -4- 49558 


cacagtgtgaactgltaggc C/G acagccacatcttgccggag 


168 
169 


PEMT 


64 


intron4 48702 


RaKateRCffiCftRttcKRea G/A gcaaaagcaggaaggcagaa 


PEMT 


65 


intron4 + 503O2 


gcatgtgcatgggcagaggc T/C gttcccatctgagtgggacc 


170 


PEMT 


66 


intron4 + 54102 


ggccgcgtgctcctgcagcc A/T tgggctcctctggcagttct 


171 


PEMT 


87 


intron4 54220 


cccagggacagatcttctcc G/A ccagacgtctcttlctgcct 


172 


PEMT 


68 


intron4 + 54371 


gcagataatgtgcagctggg G/A tgcatgtggttgttgctccc 


173 


PEMT 


I 69 


exonS + 79 


tggcctgctactctctaagc G/C tcaccatcctgctcctgaac 


174 


PEMT 


70 


intronS - 6796 


ggaggaagtcagcttctbac A/C gatggtggctcccagctttc 


175 


PEMT 


71 


intron5 - 6636 


ttttc tc ct ctca c c ttttg T/C gttcagaggcagaggtgtgc 


176 


PEMT 


72 


rrrtronS - 6448 


gttgggocaggctctgacag G/A accctcgggaccagctcctg 


177 


PEMT 


73 


ErrtronS - 521 8 


ggagccctggctgaagaagc C/G ttacgaccaaggcctggagg 


178 


PEMT 


74 


intron5 - 4824 


ggacaggccgggggttgagc G/A getgeatgaaggagggaggg; 


179 


PEMT 


! 75 


intronS - 4249 


tcaccagagtgatttcctxg C/A ggcaggtgectggggtagec 


180 
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PEMT 


76 


intronS - 4230 


gaggcaggtgcctggggtag C/T cactgggcggggtccatgag 


1 S1 1 


PEMT 


77 


intran5 - 41 82 


ggagagtaaggggtgggggg G/A cacttaggacagggaagetg 


ICQ 


PEMT 


78 


intron5 - 3369 


ccaggtggggccgtgtgcct G/C tggcctggtgtgtggcccag 


lad 
184 


PEMT 


79 


intron5 - 2625 


cagggaagctgggccctgaa C/T gagctgggcttttgggccac 


PEMT 


80 


intronS - 1 200 


attattgtgagcatgggaag A/T gcacatttggtcacacatgt 


165 


PEMT 


81 


intron6 + 606 


gcctggctagacgcccacca A/G tgaccctgatgatggcagca 


186 


PEMT 


82 | 


introne + 1 229 


tttggtccaggaagggggac G/A gcagccaggagcgtctggat 


1 87 


PEMT 


83 


intran7 + 716 


atggagatgtgctcccccgg C/G gggtcagaggacctgcggtc 


188 


PEMT 


84 


intron7 + 1537 


ctctgggggacgcataagcc G/A cctccagaggacatcagcca 


189 


PEMT 


85 


intron7 + 17T8 


gggottccaggtgtctgagc T/C ccccggcatgtaggacccca 


190 


PEMT 


86 


intron7 + 2695 


ggctttgggggaocctggac C/T catttctagaaaacagcctt 


191 


PEMT 


87 


intron8 + 140 


coagggctcccaggtcagag C/T ggccatggtagcttacaatg 


192 


PEMT 


88 


3'flanking +179 


tacttaggaggogtcagggg C/T tcacctggccatggccatgg 


193 


PEMT 
GSTM3 


89 


3'flanking + 394 


gatgacactgtcarttcctaa A/G tgaatggccttgtgctgacc 


194 


1 


5'flanking - 144 


ccaacgccggcattagtcgo G/T cctgcgcacggcoctgtgga 


195 


ALDH5 


1 


5'flanking - 2808 i 


cgttgcactgtaggactctc C/T coacgtcccctaatcccatc 


196 


ALDH5 


2 
3 


5'flanking - 2575 


gcagttcccgcggatagaga A/G ggtccggtcctteccgctgt 


197 


ALDH5 
ALDUS 
ALOH5 


Sftanking - 2537 


tgtgggtgaaotgtaaaaaa C/T tgoctgtattcaggaggata 


198 


4 


5'ftanking - 940 


cttcaectaatctgggaaca C/T ta ca ct ctgttta a ttttc a 


199 


5 


5'flanking - 785 


tgggaaagctgaeaegggat G/T ctgagacctgtggttggggg 


200 


ALOH5 


6 


exonl +183 


ccgacggtcaaccctaocac T/C ggggaggtcattgEgcacgt 


201 


ALDH5 | 


7 


exonl + 257 


cgtgaaagcagcccgggaag C/T cttccgcctggggtccccat 


202 


ALDH5 | 


8 


exonl +320 


gcggggcoggctgctgaacc G/T cctggcagacctagtggage 


203 


ALDH5 I 


9 


exonl + 605 


acttgccccggcactcgcca C/T aggcaacactgtggttatga 


204 


ALDH5 


10 


3'flanking + 1527 


aaagtgcaactgtaagaccc G/A tagagaaaaactctggttcc 


205 


TGM1 


1 


Exon2 + 179 


tgccgaaatgcggcagatga C/T gactggggacctgaaccctc 


206 


TGM1 


2 


lntron9 - 61 1 


acttaccactctgtcctctc C/T tgccaggcctcttcctgtca 


207 


TGM1 


3 


Irrtron9 - 272 


ccgcacatctgtaccctgcc C/G ccatcctccagcagagcagc 


208 


TGM1 


4 


IntronlO + 54 


tcagtcatgggttctctggt C/T ccaacttcaccgctgactga 


209 
210 
211 


TGM1 


5 


IntronIO - 51 


aggaggccgggagtcaggcc A/G ccctcagaccctotggctca 


TGM1 


6 


Intronl 2 - 47 


gggagtccctgggggaagcc T/G catgtagggaagcaggcctc 


TGM1 


7 


Intronl 3 + 72 


ggataaggacatcagaggtg G/A gcgctaagccagcagcaggc 


212 


TGM1 


8 


lntron14+ 1671 


atctcttacccacaccccca C/G catggtggggaggttcctca 


213 
214 


TGM1 


9 


Intronl 4 + 1691 


ccatggtggggaggttcctc G/A teetaagggatccgcagagc 


TGMt 


10 


Intronl 4- 1634 


tccctgcctccctccttcag G/A gagctcagaaacacottcaa 


215 
216 


TGM1 


11 


Intron14 - 1459 


Egaaacccctcagaaccagg T/C tccaagccaaatgctttgcc 


TGM1 


12 


Intronl 4 - 801 


cagaatacaaaagtgggatg G/C gaggcaaggagtcccgttag 


217 


TGM1 


13 


Exonl 5 + 233 


ctcgaggtggagcttagccc T/C gtgccaggagcaatgggact 


218 


TGM1 


14 


Exonl 5 + 369 


ggagtcagtcttcacttgca G/A tgggggaacagatgctaata 


219 


GGT1 


1 


intronl + 85 


ttatccagtaaggtggctec G/A tcacctcttttcctggtggg 


220 


GGTt 


2 


exon3 + 6B 


gacggccaggtccggatggt G/T gtgggagctgctgggggcac 


221 


NOOl 


1 


1 intron 1 80 


aggaggttgtaggggcttgg C/A ctgaattttgttccttgact 


222 


PIG3 


1 


5'flanktng region -47 


EEgaaggaggaaaggaaaga G/A ggggagggtggttctgctta 


223 


PIG3 


2 


intron 2 243 


taacaccggacgcccagcag A/G agtcccagcttcttagaatc 


224 


PIG3 


3 


3'flanking region 282 


agcaggccccagccctgccc G/A ctactcacctgggccccacc 


225 


NQ02 


1 


5'flanking region -^434 


tttctgttgcaccacggacc C/G teattctgtaaccgggatac 


226 


NG02 


2 


5'flanking region —406 


gtaaccgggataccagccag A/G gatggggagcgggaggcgca 


227 


N002 


3 


5'untran slated region -102 


tcctgcggctcctactgggg A/C gtgcgctggtcggaaggtga 


228 
229 


NQ02 


4 


intron 1 1919 


tcactcaaatagagctgagt T/C agtcactcagctcttggacc 


NQ02 


5 


intron 1 2004 


acaaactcacatgccaccag C/G catatgatgtaaacatgtaa 


230 


NQ02 


6 


intron 1 3391 


aaagcagagggctgtgcagg C/T gcccctgcccctaggctagg 


231 

232 


NQ02 


7 


intron 1 3456 


caaaggcctcatcctcaggg C/ A ggccaactcttctgttttag 


NQ02 


8 


Intron 1 3595 


actgcccagctttaggttca T/C tcttgtaagtgttgctggtg 


233 


NQ02 


9 


intron I 3596 


ctgcccagctttaggttcat T/C cttgtaagtgttgctggtgt 


234 


NQ02 


10 


intron 1 3598 


gcccagctttaggttcattc T/C tgtaagtgttgctggtgtca 


235 


NQ02 


11 


intron 1 3651 


ccctgcgctttgaagggatg A/G atgtgacctctcccacattc 


236 


NQ02 


12 


intron 1 6036 


tggtgtggcggttcactgat C/T coocagccttctgctcgatc 


237 


NQ02 


13 


intron 2 1 4 


atggcaggtaatgattcact A/G ttgtggagtaagactttttt 


238 


NG02 


14 


intron 2 1 92 


gccacgtggaagtgtataaa C/T tatctggaattatcttgttt 


239 


NG02 


15 


intron 2 635 


caccctgtttagcacctagc A/C ooatccctggcctctgccca 


240 
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Be ?0 




NQ02 


16 


intrcn 2 685 S 


agtagcacccctcccccacc G/A gctgtgacaaaccaaaatgt 


241 


NQ02 


17 


exon 3 1 39 


ctgatttgtatgccatgaec T/C ttgagccgagggccacagao j 


242 


NQ02 


18 


trrtvon 3 38 


aatgetctatttataaaaac T/C atotttotgttttttacttt 


243 


NQ02 


19 


intron 3 728 


aacgtgggcataaaccacca T/C ctagtgccaaaaagcaggtg 


244 


NQ02 


20 


intron 4 1 577 


tgcctctgcacaccccttcc C/T gacaccagccctttctttac 


245 


MOD9 


21 


intron 4 1 332 


tcggccggccacgtggagcc C/T gctttcctcctcgcacccac 


246 


Ktr\r\o 


99 


\r\Wnr\ A 9HP>3 

imron h \ 


tggtgttacgcacagotcct C/T gtcccctccctgcctgccca 


247 


NUU£ 


c.o 


Gxon o oou 


crtgtactggttcagcgtgcc A/G gccetcctgeegggctggat 


248 


IMUUZ 




exon 5 405 


atcccaggattctacgattc C/T ggtttgctocaggtatgtgc 


249 


NQ02 


9*? 


inxron o i 


gtBtEtgctcttggataagg A/T tcactatggatagt±ggagg 


250 


NQ02 


9A 

27 


intron o zoo 


atufrnas'flraap'irffafrtrrff'ff T/C caef y tFtcai T FtRac*»'WRR 


251 


NQ02 


intron o Z4J3 


^.^ ^^.^ rt+aaatratttaar T/H fraatp'crtatfirtaacaErsrtBrt 


252 


SULT1A1 


1 


o flanking region -1 oy / i 


(tpaffsstaoatfirffa^trorf C./C\ a a erase a ErtraaciTttiB'H'tf nL 


253 

254 


SULTIAI 


2 


5 flanking region — I4y I 


«4 <r<r wsf ataft r of irna era ("1 /T * aprpaaaae'ff+aaaflfatt 
gaggggwVSXlcatgtMga l lUurtgBooaflgBiaaoBoLw 


SULT1A1 


A 
J 


5 flanking region —1 v /o 


OggULkCa La LgtLoCXgH l / 1 aul V d il^jcga W60 L 6 


255 


SULT1A1 


4 


onanking region -lo /a j 




256 


SULT1 A1 


5 


5 flanking regton -lo/U 




257 


SULT1A1 


6 


exan 1B -65 


aaCCCXgCoLLCCCGaCaCo VJ/ *^ oow^v*«u<ia4*<aftw^a*#».s»Nr 


258 


SULT1 A1 


7 


intron 1 d 


g8gCCaCCClgCGtdggt.LL »J/ « lgl.LLLL5ULgO5T.ua i-^a^ 1 


259 


SULT1A1 
SULT1A1 
SULT1A1 


8 


exon 1A -197 




260 


9 


exon 1A -159 


CXgg CXg gC a ggga gac a gC >V/ ^ Cdggd«B5iL.i<u>Ba5i>LiLi 


261 


10 


exon 1A -95 


gagaccxxcacacaccciga i / o dicnyjgvuLLgw/vgaL-Ba 


262 


SULT1A1 


11 


intron 1 A 60 


cxggixixcagccccagccc 0/ 1 gc^acxg^cLgguLu^vgct 


263 


SULT1A1 


12 


intron 1 A 69 


agcoccagccccgccactga C/G tggctttgtgagtgcgggca 


264 


SULT1A1 


13 


intron 1A 174 


tgtgatggtggtaagggaac G/A ggcctggctctggcccctga 


265 


SULT1A1 


14 


intron 6 1 1 


catgaaggaggtgagaccao C/G tgtgaagottocctccatgt 


256 


SULT1A1 


15 


intron 6 17 


ggaggtgagaccaoctgtga A/T gcttccctccatgtgacacc 


267 


SULT1A1 


16 


intron 6 35 


gaagctxccctccatgtgac a/ i ccxgggggccggcaooxcac 


268 


SULT1 A1 


17 


mtron o f i 


UTCaCag5^auDuaWv<l5££ 1 / V> Lx3l<wwa5wVvwvLwvuwi5g 


269 


SULT1A1 


18 


intrcn 6 108 


ttggcagcccccacagcagg C/ A ccggattccccatcctgcct 


270 


SULT1A1 


19 


intron 6 111 


gcagcccccacagcaggccc G/A gattcccoatcctgccttct 


271 


SULT1 A1 


20 


intron 6 270 


OtCCCXgCCaaagggLgXgC w/ 1 aCCUdggguwaUaglbdL^ 


272 


SULT1 A1 


21 


; . ft AQQ 

mtron o **tyo 


tLlXaC7LXLLCCXE«ldLL»cift 1 ddUybgdgubLiAiauLgagg 


273 


SULT1 A1 


22 


mtron o ouy 


^^♦^ r»rr^3 err* c a r+cra ircx A / C\ Cf*fV~'tf 'tffd!0CtfZaB33CC 
adXCCgdgl<L<Lt>uaL>L{jdgg rt/ \J gui«L.Li.L5L<L5«ji-i»a5Boutj 


274 


SULTIAI 


23 
24 


exon 7 600 I 


CC CXQXgv t^CXCegaaCCC VJ dddag^dgd 1 it«adea5aL 


275 


SULT1A1 


exon 7 o4d 


gagixxgxggggcacccvcx. /a u ocj ca^ci ^ 


276 


SULT1A1 


25 


exon 8 902 


gcxgxgagaggggcxcovgg u/r* gLbdbigL/d^dg^dgLgLfi 


277 
278 


SULTl A2 


1 


5 'flanking region —547 


C^LXCLLLUtLggL L(j La LK \3f w d l« vdVg v W< lgVW< voww u 


SULTl A2 


o 
C 


5 flanking region —425 


■ Ll ^ IgudLi ^Bdo^^^B >J> / » d^L^v> wLggvav^ 


279 


SULTl A2 


3 


o flanking regton — «jdo 


CltLC CEISfefiti^l^t'Lr U1LU L-F / ■ WagU ILkW LW U LLULLgk/V l 


280 


II 1*4 A A 

SULTl A2 


4 


5'flanking region -355 


♦*»r»»of«»«'»e , »fror#*/"+ayf A /T f* 1 1 tf*tf:ctt<^ttgcctggg 


281 


Ol 1 1 T" 4 A O 

SULTl AZ 


e 
U 


5'untranslated region —28 


er cetera** tr^cttTSkBCt&f'Zkf* A/m irr*! 3 f7 lj I f r^/~, & ?\ P*(^T 
aCXgCgggOs^Ss^BSKvOW A\' VJ dggLj LiDKs iLULH<dagggv l 


282 


SULTl A2 


6 


mtron l A oD 


r^^D■a^•^-a•^xr^^»'^+o+Dr5lI7+D'^• fi/A trpriaafft caKtca ffCCtcCC 

LlKdULHKliLjLLgLgdgLgu \J / / * 550005 LuQu Luaguu lwv/u 


283 


O-r II 74 A A 

SULTl AZ 


/ 


exon 2 24 


era iTr'f"iTa+r w r' agca rtJliT'.+r; T/C npr nr PC Gt E EE&flTt 3 CKt 
KdKULnC LLiOagga l>a LL* Lu 1 / ^-p wgvu^5 v *' 0 *' l oo w o M " v o* 


284 


Ol 11 TI AO 

SULT 1 AZ 


o 
o 


mxron e. o*t 


crr'* , 'ikr'rr*flcr'rt"rtr»f*fSflP'O r T/C ffCCaPtCCCCaccttWCCa 

guvdvvwawvuLLlVwv055 ■ ' 


285 


CI II T1 A*> 


Q 

9 


intron 5 77 


cagcaaccctgtgtcggcac T/C ccctgcccgcttctccagtg 


286 


Ol 11 T1 A O 


1ft 

IU 


mxron o oo** 


a*\+trtrtTB+f* t\ n.a tr ggirtr 1 . c a G/C £afrctC£CtCtatSCgtttt 


287 
288 


oULI 1 At 


1 1 


o tint/ ansiaxcu rcjywn doj 


pctcte'aectfftcaffa ceres: T/C tcctgsagtoactgcagagg 


oi || Tt A9 




o iiarif\[i)£ i c^iui ■ wo 


cctccccgctcoagotcctc A/T acttgccctgtttggiagagg 


289 


SULTl A2 


13 


fTflnnkiriP' r^sridn 817 


ccactgactoggggcttgcc A/C eggotgccagggctggoaaa 


290 


9111 TI A9 


14 


3 flanking region 1006 


cctctcccctggaggctgot T/C tacccgctgtgggggcgcat 


291 


SULTl A2 


15 


3 'flankmg region 1 464 


tcccgtagcccaggcaagtt C/T ggtgaccagagagcagcccc 


292 


SULTX3 


1 


intron 1 332 


cctgcttctccctttacctg G/T ctggctgtgtgaccttggac 


293 


SULTX3 


2 


intron 1 1167 


taggaatggctaagcgtgtc G/A ttggcttctgtggccactca 


294 


SULTX3 


3 


intron 1 2872 


cattctcactgatgcagacg G/A aagottotgggcctgggcgt 


" 295 


SULTX3 


4 


intron 1 6242 


cacccttggottttaccagc A/G tggaaaoattttacctgaat 


296 


SULTX3 


5 


intron 1 6601 


gcgtgggcttctggagggag C/T gagaggagagtggagggccc 


297 


SULTX3 


8 


intron 1 6768 


agcttgaaatRagccagact C/T tcctgggacctgttgacccc 


298 


SULTX3 


7 


intron 1 6905 


agtactttgttttatcctcc C/T catcctcacaactttgccat 


299 


SULTX3 


8 


intron 1 7464 


gccaggatcccttgagagac G/A acatgaacacagccaggagc 


300 
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SULTX3 


9 


intron 1 7833 


tgcttcgggctgggcttggc G/A ggggcagctgtgctccaggc 


301 


SULTX3 | 


10 


intron 1 8189 


caaactggggccottaatgc C/T gcacaccagagcctcctttc 


302 


SULTX3 


11 


intron 1 8316 


ctctcacacaagggcggagc C/G tcttccccttgaggcagagc 


303 


SULTX3 


12 
13 


intron 1 8617 


agacagaggctggggccaag C/T cagggttgccggagcttcct 


304 


SULTX3 


intron 1 8631 


gccaagccagggttgccgga G/T cttcctggactggtcaggcc 


305 


SULTX3 


14 


intron 1 9493 


ttttcctcttagagcttccc G/A tcgtgctctgtgtcgagggc 


306 
307 


SULTX3 
SULTX3 


15 
16 


intron 1 10306 
intron 1 11987 


caggcggggBgcctgaatgc C/T gcagtcgtgagggtggccag 

tcataaaataatgatatcag T/C acactttttggaaatttgag 


308 


SULTX3 


17 
18 


intron 1 13085 


ctotgtgcccggtgttgaga C/A aggooatgccctagagtcct 


309 


SULTX3 


intron 1 131 OB 


gccatgccctagagtcctgg G/A gagttccaccccagaacagc 


310 


SULTX3 


19 


intron 2 700 


gaaccatctgggagtcgttc C/T gtactgccgtgccgagggcc 


311 


SULTX3 


20 


intron 2 818 


agccatagtagctagccagc G/A atcagcgctgggaggggagc 


312 


SULTX3 ! 


21 


intron 2 1677 


actccacttcccctgaaccc C/T accccttccttcctcctctg 


313 


SULTX3 


22 


intron 4 4954 


gcgtgccgaaggcgggaggg C/T tgggatggctcaagacgtga 


314 


SULTX3 


23 


intron 5 3632 


ccagctgactcccacaccag C/T ggtcagagaacattgtettt 


315 
316 


SULTX3 


24 


intron 5 3662 


acattgtcttttaaggtttc C/T gaagtgctgcaataaagaaa 


SULTX3 


25 
26 


intron 6 1874 


tctgatotcagagagotgac A/G atggaaagaattctaaacga 


317 


SULTX3 


intron 6 2133 


agaccggtgcctgcagttta T/G cccacagctcagccctccct j 


318 


SULTX3 | 


27 


intron 6 2524 


ggaagggccagggctgcctg T/C gatguccagagcagtgcact 


319 


SULTX3 
SULTX3 


28 


intron 6 2573 


agatcatactcgctcctggg A/G tgtttattaaacacctgcca 


320 


29 


3 flanking region 12 


gttcecggcgttgcgtcgag C/G gtttctgcttgtgggggtag 


321 


SULTX3 


30 


3 r flanking region 445 


tccaaagcctgtcttcctga T/G ttcctgtggaaggagagtcc 


322 


TPST1 i 


1 


5 flanking region -298 


acccgccaccatgcccagct A/C attttttttgtatttttttt 


323 


TPST1 j 


2 


intron 1 3520 


agaaaagoagattaatgtaa C/G agtgacgcttagacaacaag 


324 


TPST1 


3 


intron 1 3610 


ggcagaaagagaatatagca A/G ctattaaacaeaaataaatt 


325 


TPST1 


4 


intron 1 20828 


tattgctgtcca c ctggtca A/G tgtgtcctgctgataagtgc 


326 


TPST1 


5 


intron 1 -6761 


aatacaatacttattctgta T/C aattotagagggoccagaga 


327 


TPST1 


6 


intron 1 -544 


tagaaeaagtgaatatttta C/T gttcttagtggtttatggtt 


328 
329 


TPST1 


7 


intron t -526 


tacgttcttagtggtttatg G/T ttggcagttttcccccaaca 


TPST1 


8 


intnon t -234 


tcaagacatttaataatgca C/T atgtttcagctaaccctttt 


330 


TPST1 


9 


intron 1 -48 


ttatagtgggtttaagcatg A/G tttctaaaaaatttaaataa 


331 


TPST1 


10 


intron 2 -18944 


aaaacattagaactgggaag G/ A ttaaaaaatctttagtcttt 


332 


TPST1 


11 


intron 2 -18687 


tatgtgcaccctaataacat A/G tttccttaaaactagtacta 


333 


TPST1 


12 


intron 2 -18501 


ttggaaggtaacttaatgta A/G gtgcctgaaaaocagggata 


334 


TPST1 


13 


intron 2-159 


gaatggggatttccctcagt C/G ctgcccactggctgctcttg 


335 


TPST1 


14 


intron 2-19 


acctgttgccttaaactcac G/A cctgctttgtttttccaggt 


336 


TPST1 


15 
16 


intron 3 158 


tgctggggaagaaagatceg C/G gtotgggacttgttgatttt 


337 


TPST1 


intron 3 3779 


agcagggcacgtcacectcc C/T ggcacacccatgtgttcacc 


338 


TPST1 


17 


intron 4 292 


ttgttattttcattatgaac C/T atgaaartatttcagctgaaa 


339 


TPST1 


18 


3'untra related region 1518 


gttgtctgtacatgttctaa T/G gttttgtagaacacgtgtgc 


340 


TPST1 


19 


3'flanking region 264 


acggtgcttggcctgcatta C/T cattttgtagtgaagtttct 


341 


TPST2 


1 


intron 2 578 


tcacctatcatcctcactgc G/A aggatgccaggatacctccc 


342 


TPST2 


2 


intron 2 789 


cttaagccatcgtgceggtc A/G ttgctgtcttctgctcactt 


343 


TPST2 


! 3 


intron 3 2009 


cccaggctggagtgtagtgg T/C gtgatctcggctcactgcaa 


344 


TPST2 


4 


intron 3 2017 


ggagtgtagtggtgtgatct C/T ggctcactgcaacctccgcc 


345 


TPST2 


5 


intron 3 2035 


ctcggctcactgcaacctcc G/A cctcccgggttcaagcagtt 


345 


TPST2 


! 6 


intron 4 104 


aatgttcagtctctcaattc C/T tggtcatctgatttgttcct 


347 
34 B 


TPST2 
TPST2 


j 7 
8 


intron 4 379 
intron 4 588 


taaataaataaactattggt C/T cctttcttgtottataaggt 
tactgcagcctgatacttct C/T ggcttaagecatcctctcac 


349 
350 


TPST2 


9 


intron 4 826 


caccccaggctcctgagtag C/T taggactgcaggtgcacgcc 


TPST2 
TPST2 


10 
1 1 


intron 4 718 
intron 4 873 


ceeaggetggtctagaactc C/G tggocgtaagggatgcccct 


351 


gttgatggc cttatttatac u/A tttccattacagcttctagt 


Jo L 


TPST2 


12 


intron 4 949 


caaatatttgaaaatgggac C/G caggcctgaggaagagcttt 


353 


TPST2 


13 


intron 4 1033 


taagctcagcatttctgagc G/A tgtgctgatttteggaaata 


354 
355 


TPST2 


14 


intron 4 1051 


gcgtgtgctgattttaggaa A/G taaacagttatcgtattgaa 


TPST2 


15 
16 


intron 4 1356 
intron 4 1707 


gattcaacgtacataocagc C/T gacattgacaggtgaatggc 


356 


TPST2 


gtctccttaaaaggtggctc G/T ctgcccctggcttgccccag 


357 


TPST2 


17 


intron 5 215 


aagaccagcctgaccaaaac G/A gtgaaaccccgtctctacta 


358 


TPST2 


18 


intron 5 341 


tgggaggcagaggtcgcagt G/A agctgagatcacgccgttgc 


359 


TPST2 


19 


intron 6 31 


ggacttcactgggggttccc G/A ctgcttctgggtggccccgg 


360 
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to. 




se m 




TPST2 


20 


intron 6 273 I 


gtttgtctgacactggggac A/G gggcaggaagcaccactatg 


361 


TPST2 


21 


intron 8 693 1 


aaagggallUUlgaactt G/C gtaattcaaagatttaagat 


362 


TPST2 


22 


intron 6 1635 


tcctgggtacagagttggcc T/G tgaacaaacatgagtccttc 


363 


TPST2 


23 


3'untranslated region 1147 


cttocccactttcagatctc C/T gcaaatgacttcattgccaa 


364 


5ULT1A3 


1 


exon 8 843 


cgcttcgBtgcggactatgc G/A gagaagatggcaggctgcag 


365 


CST 


1 


intron lb 6302 


agagcfcccccagagaggact A/G tgaggctgcatgatgcatga 


366 


CST 


2 


intron 2a 1004 


gagtgagacccccatctcta C/T aaaattttttttaaaaagta 


367 


CST 


3 


intron 2a 1395 


atgcctaagtttacagtagc T/C aggcaggaaaggcacaacca 


388 


CST 


4 


intron Id 473 


ccagagcctgaggttggtge T/A ggggcccctccatggotgcc 


369 


CST 


5 


intron 2b 726 


ctatctctcoagtgcctctc T/C gtccctgtctggaccctgct 


370 


CST 


6 


intron 2b 745 


ctgtc cctgtctgga ccctg C/A tggggggccacagagcsggc ! 


371 


CST 


7 


exon 3 85 


tcactagtttcctgctgctg G/A tgtactcctatgccgtgccc 


372 


CST 


...... 


nitron 3 308 


tc#rtctRarj^tcaKKaf[ttc G/A agaccagcctggccaacatg 


373 


CST 


9 


intron 3 853 ! 


ttttgtcctataaaatggca G/A tttcatgtggcccaagctga 


374 


CST 


10 


exon 4 1 98 


gaggcagtgatccgggccaa C/T ggctcggcgggggagtgcca 


375 


SULT1C1 


1 


intron 3 2280 


gcaaatttttggtattttta G/T tacagtcagggttttaccat 


376 


SULT1C1 


2 


intron 3 3742 


gcagatctcactttctggca G/A attccctgaatttgctcccc 


377 


SULT1C1 


3 


intron 3 4453 


ttcatagggcttttccctca C/T ttgttttgtaattttgtata 


378 


SULT1C1 


4 


intron 3 5234 


gaaaagagactagaggcagg A/G gagctttgcagttcttctaa 


379 


SULT1C1 


5 


intron 3 61 75 


tcgctgscagKaaggtgagg G/C agtcctetcttctctggtcc 


380 


SULT1C1 


6 


intron 4 205 


acatgaaggcaggatcoaga T/C tgaatgtttggagggaacta 


381 


SULT1C1 


7 


intron 4 408 


ggctcacgcctgtaatccca G/C oactttgggaggccgaggcg 


382 


SULT1C1 


8 


intron 4 429 


cactttgggaggocgaggcg G/C gtggatcacaaagtcaggag 


383 


SULT1C2 


1 


S'flanking region -1 10 


tcctgttaactcaoagagaa C/T ggaagggotggaacgggaco 


384 


SULT1C2 


2 


exon 1 15 


acactaetggecttacecga C/G atggaggettttecatttga 


385 


SJLT1C2 


3 


intron 1 297 


gtagacttgtttatttattc A/C ttcccaatctaggcccttot 


386 


SULT1C2 


4 


intron 1 363 


gagtgtgtgagctagaeagg T/G gBtcctgagtotgatttggg 


387 


SULT1C2 


5 


intron 1 2300 


gggctactetcagcagccac C/T aceteaggaaggatgacttc 


388 


SULT1C2 


6 


intron 2 455 


aagacttggaagcaaataga T/G eaaaaaaaaatcgtagaaat 


389 


SULT1C2 


7 


intron 4 55 


caaaatctccaaacacccta G/A eaggaaagaatcttttcttt 


390 


SULT1C2 


8 


intron 4 111 


ctgocttctttaatggaaca T/C tctcacttctcttcaggaat 


391 


SULT1C2 


9 


intron 5 1 657 


ctttgtgtttactttgtttt T/C acttggtacaaaagtgttgt 


392 


SULT1C2 


10 


intron 5 2082 


tetgetectagagatggagg C/A gtcccacagccacagtgatg 


393 


SULT1C2 


11 


intron 6 933 


agctactgaacctctcccac A/G taactgtatttcaggggcag 


394 


ST1B2 
ST1B2 


1 '" 
2 


intronl 80 
intron 2 -352 


acttgtccataaaatcatta C/T cattetaaataaagttaata 
aaeatttaaatagtcattta T/C ageaatgeacaggtataata 


395 
396 


ST1B2 


3 


intron 2 — 65 


attacataatgetcaaaaat G/A tcttgaaaaactggttggce 


397 


ST1B2 


4 


intron 4 460 


gtacttgacattaaaaaata T/C ctgatgtttatatatccata 


398 


ST1B2 


5 


intron 4 470 


ttaaaaaatatctgatgttt A/G tatatccataaatagctaat 


399 


ST1B2 


6 


intron 4 518 


tttaagattgtcctcatatt C/G ttacttcctttggttactaa 


400 


ST1B2 


7 


intron 4 616 


aatgtttatgaaaatagact T/C ttatctggttttagtggcct 


401 


ST1B2 


8 


intron 5 58 


ctgcatcatgctgtaaaagg G/A ttgatatttgctttccaact 


402 


ST1B2 


9 


exon 6 612 


taatagaatocaaaggagga A/C atcaagaagatcattagatt 


403 


ST1B2 


! 10 


intron 6 582 


aataoattacttccatttaa G/A tagtctgtttattgtggctt 


404 


ST1B2 


I 1 1 


intron 6 3130 


agatgtaaaaaattottcaa A/T ttttoaaagectgaaaaatt 


405 


ST1B2 


12 


3'untranslatcd region 907 


tttaaagtgtctaaatcaca C/A otctgaagoaotaagagatt 


406 


ST1B2 


13 


3'flanking region 50 


toagatcccagttttgttcc T/G ttgattctgagtttccaaat 


407 


ST1B2 


14 


3'flanking region 328 


tttgacccaggacactgtgt T/G ccactgctgtctaccgagtt 


408 


ST1B2 


15 


3'flanking region 446 


gtagttcagattttggaaat C/A ttttttctatatcataccta 


409 


CHST2 


r 


S'flankhig region -260 


agccggacagtccgccgggc G/A gtgatccgggggccgctccc 


410 


CHST2 


I 2 


5*flanking region -56 


gcgctggggaccagccgccg C/T gcccgcctcggagtcgcggc 


411 


CHST2 


! 3 


3'flanking region 218 


aggagtgaaacacatctttg T/A attctaaaggcagaaaccaa 


A-i O 
*l 1 £. 


CHST2 


4 


3*fianking region 383 


gcagagaceaatgttttggt G/C ctgaggctggttcagaaaaa 


413 


CHST2 


5 


3'flanking region 952 


tactgaaacettctgcagaa T/C gttatactatgagaagaaat 


414 


SULT2A1 


1 


intron 2 478 


ggactgggctctgtacecoc T/C tcgtcttactgtgtgtaaet 


415 


SULT2A1 


2 


intron 3 382 


caaaaccctcttaatattct G/A tttctatctgtctcagaact 


416 


SULT2A1 


3 


intron 3 409 


tctgtctcagaactgattgc A/G tgactctaggatcgctatat 


417 


SULT2A1 


4 


intron 5 249 


agctggaaattacaggcaca C/T gccaccacacccagctaatt 


418 


SULT2A1 


5 


intron 5 395 


aggcatgagccacggcgccc G/A gccaatttatcagctttaat 


419 


SULT2A1 


6 


3'flanking region 33 


ttccttgttaaoagttacca G/C ggttggccaggcacggtggt 


420 
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s# 


SULT2A1 


7 


3'flanking region 45 


gttaccagggttggceaggc A/G cggtggttcatgcctgtaat 


421 


SULT2A1 


8 


3 'flank ins region 1 99 


ttaBooaggcgcattggctc A/G tgtctgtaatccoagcactt 


422 


SULT2B1 


1 


intron 2 4162 


ttctcccctctcctcaccat C/T cgGacacaggtgatctacat 


423 


SULT2B1 


2 


intran 3 879 


gagggcatccagctctgggg G/A ctggacctgggggtttgtgg 


424 


SULT2B1 


3 


intron 4 3882 


ttccacgctccttccttggc C/T gagtgccctccctccgctga 


425 


SULT2B1 


4 

5 


intron 5 1 780 


cctgcagaagggggtccctt C/T catgtccaagcagtaatggc 


426 


SULT2B1 


intron 5 1814 


taatggctgcagcatggagc G/A ttgtgggggcattgagacag 


427 




5 


evon 6 789 


ccctottctcoaggggtctg C/T ggcgactggaagaaccactt 


428 


CHST4 


1 


5'flanking region —1092 


atgaagccttgtgccatctc G/A ctgtgtcgtgccagcacctg 


429 




2 


*i '■fla nki no rppinn — QA 1 

V t 142 1 1 r\l f l££ [ CglUll *J < 1 


ctgccagagagaaacaggaa G/A ggaggaagagccacacaatt 


430 


v^n o i *f 


3 


intfnn 1 1 1 1 ] 

IIILfUII 1 1 UU 


caggaaatgatttggagaag G/T actggtgccattgttggcac 


431 


1 0 


i 


intron i 1*4** 


ggcctcttaggtttcagcca A/C gacaggtgactcttagcacc 


432 


L#Tlo 1 D 




intron *c i / 


caacgtaagagcgcttctca T/A tgtccagctcctttgtttct 


433 
434 


r>UCTK 




irrfmn 9 1 10 

intron i 33 


asrtr^iTLaerr-arttt^'ffcraffc C/A ggagatfltflfC ggatggatc a 


Orlo 1 D 


^* 


iwKisn 1 1 R9Q 

inxron o i 0^.0 


ga ctgtatgtotgctattca T/C ataggaacaaataattcatg 


435 


CHST5 


5 


intron 0 «£Uo / 


OfiSTKaSS CCaBCBCCaaCtl \y/ V3 vgwosogoagv^OHatioaaoB 


436 


CHS T D 


0 


intron 0 zio** 


dagOfiLgOtaScfttgt^LLww \a/ ltu>a(mi^uaai.uiBgvB{y; 


437 


CHST5 


/ 


intron 0 zozo 


atBglaaagttOeOL*te&£t ^» gia 15 luogua tuu igu 1 


438 


CHST5 


r> 
a 


intron 0 zo/4 


gcacttaLCCtagaaaggco a\/ %j tttoLgoagcsutucijgvd^&a 


439 


CHST5 


A 

y 


• j O "TfYaO 

intron «> /lusj 


r*+s* r-r+o or or j*-^ 1 S»r*r»^» "T*/^ crDO*aC , f~Cf^SlCT«7r;j*f^O+fitflJ'3 


440 


CHST5 


10 


intron 0 /til 




441 


CHST5 


1 1 


* IL |-, .... 0 -7 on A 

intron «> /as* a 


gCtt CCo gl-ggO I Igg L 1/*-* ML«l»l»UC5<ll»lL>ll.o(5 1 Cl»U«»i 


442 


CMoTO 


1Z 


intron 1 uo 




443 


CHS 1 D 
CM5TD 


14 

1 A 
IA 


intron 1 *wjt 




444 


1 L - 1 1- . - L L A tZA~l 

miron 0**/ 


GtGOtgtOCOC&^«lt£<l{ys w/ VJ (J™8o ,3 o t ' d 6 fl oo l o a B olv 


445 
446 


CHS 1 i> 


t c 


intron ** 1 1 i«c 




CHST5 


I D 


inflow R 1 1 0*7 

intron 0 110/ 


oeotgggoagtaattgssgc rv va ^&6&» ; * , ^b&'-»* , vb«&&b^^'^ 


447 


HNK-lst 


1 


intron i i 


gtgttLtggcgasttgaaga i cicct\agucgcg^d^w 


448 


HNK-lst 


£ 


intron 1 luiiu 


a/< £ra fr/> 0 <rn 0 a Qff/»f r^l" T fC\ nHnffntoftftflt ffsa a nt+pf 
aCQ IgagCflgaoBlllLwUi I I / w UllUgukguaaLgoaaaLLg 


449 


HNIv 1 st 


J 


intron 1 1 ua 1 


aacrftfl'r+t'o+aaflrfll'rara G/A p r~. Afl r.tiFr.^^ 1 1 /?tfi"f~t O P" 
uugaoLllp^LaQavQLwuvu vj/ / W gbaaviigvagiisuiiiv^ 


450 


HNK-1 st 


4 


* 1 1 10*11 
intron 1 73/ 1 


ctaftaactatticciaaoata v/ i gsiaacsLggcotaottggstt 


451 


HNK-1 st 


e 
O 


intron 1 zuao 


a tt La ga a ta tt Ca tttaC O M/ v dgaaau«tda0 lo vaav<v i& ; 


452 


HNK-1st 


/; 

o 


5'untranslated region —91 


1 — rf-k rr l rT - , --^ ^» -^a ^1 fT-rT'-* r^ / A A A arAd r* r^-a Cr M ^ a C/flVaTSf 
CLciLCC Vgauaa gd ggaa VJ/ L»GCJ^C3C] LfULUCg LLV#a^Q^B^ 


453 


nNK— I St 


-7 
/ 


rnrron z sou 




454 


niNrv t si 


0 


irrt^nn 0 —AAA 


gctacatcttgtcagccagt C/T agaattttaaacacagccag 


455 


UMV-1 f>» 

m>i/\ i sc 


Q 


irrtmn 9 — 0.9 

intron c 


acggaaatatttgtgctgat A/T cttactgactgaaatcacct 


456 


MM If— 1 c+ 


10 


iritrnn 1 1 ^9 
intron ^> i 


catggc ctccgttccttcat G/A ttacagaggtgtgaggggag 


457 


HNK-lst 


11 


inxron «> o iz 




458 


HNK-1 st 


12 


infrnn 1 1 AAA 

IiIUUII «# 1 


tcctttgatgtat c aa gttt T/C gtgctga atgttttc a gt gt 


459 


rin^ i st 




Infrnn O 91 AH 

intron o & iiu 


ttacacctepaeaGcaecac C/T ercaeceetccttaatactgc 


460 


UM(f_1 of 

rilNfN 1 st 


1 A 


PYnr, A 1 R7 
CXOfl *T 1 O 1 


aeaaffcificattcctcaeeaa C/T tcaaEetesccacacccsseK 


461 


UMk-1 c* 

nn i\ i st 


15 
1 O 


intron *r 00 1 


cctgatoarttccctagctgg G/A etgaggggtgcactctggaa 


462 


nn i\ i st 


1 O 


intron 4 615 


tctffffaasrpGctctnacttc G/C taacccccattctejsratcxta 


463 


nniv 1 st 


^7 


iritmnn 7 
lllLruil «j / 


gattgttctaaatggtgtgt G/A tgggtctactgaatgtccac 


464 


HNK-1 st 


16 


IIIUUII V ICO 


acctgaagggactggtggcc G/T tccagacaggcctgtttttg 


465 


HNK-lst 

WMK-1 Ct- 
rl IN r\ I st 


19 

9fl 


intron 5 721 


ai*ska^a+o'ffor^*+^*+Br^r+'a T/C ffaaatttLSfJC'ttcaD'acacrcr 


466 


irvtvon R Rfi7 


tgotgcccacagagtcggtg G/A tcactcctggccactgtttg 


467 


rii ii\ i &t 


21 


aynn fi AAA 


ccaggagcattttcttocat T/C gaggagatccccgaaaacgt 


468 


HNK-1 st 


22 


intron 6 94 

1 IU Vll W w T 


otgagttotgtacttggcag A/G ttgatcggaggaccacagag 


469 


HNK-lst 

III Il\ 1 OL 


23 


intron 6 247 


catgaaggtgacatcatttt G/A ttaatagaaattagcaggca 


470 


HNK-1 st 


24 


exon 7 696 


aggaggaaccggacagagac C/G cgggggatccagtttgaaga 


471 


HNK-1 st 


25 


exon 7 870 


gagaccctggaggacgatgc C/T ccatacatcttaaaagaggc 


472 


HNK-1st 


26 


3'untranslated region 1110 


tcaaatatctttattagacc T/C ggggctaaccaggtgaagat 


473 


HNK-1 st 
HNK-1 st 


27 
28 


3'untranslated region 1178 
3'untranslated region 1393 


ccacacccctcctttgagga C/T gcccggggtctcccacaggc 


474 


ggaagcatcacacagcgtta G/A gagccgtttccttcaggtgt 


475 


HNK-1 st 


29 


3'untranslated region 1452 


tgaggttctcctggctagtc A/G gggtggcttoaccoatcaot 


476 


HNK-1 st 


30 


3'untranslated region 1540 


gcaagggggctgctgaaatc G/C cagagacttttgcagcatca 


477 


HNK-1 st 


31 


3'untranslated region 1696 


gggtggtgtggtgtccaggg G/A tccatctttccagaatccat 


478 


HNK-1 st 


32 


3'untranslated region 1829 


aggggaggctttttctacct G/A agaaggggagtgtctttgag 


479 


HNK-1 st 


33 


3'untranslated region 221 1 


tccagcagtgcggcttcctg G/T caacaaggtaggccctggtg 


480 
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Be 5U 




HNK-1st 


34 


3'untranslated region 2212 


ccagcagtgcggcttcctgg C/T aacaaggtaggccctggtgc 


481 


HNK-1st 


35 


3'flanking region 1016 


cacacgaaggtgtgcactca C/T ggcctgcagggcacccaggt 


482 


HNK-1 st 

1 1111 \ IOI 


36 


3*flanking region 1 1 52 


gcatgctttgctcatctgga A/C tctccagaagcagggaaoag 


483 


1 II 1l\ 131 


37 


3'flanking region 1291 


gccgagaccctcagcaggat A/G gtgcegttecagggctgagc 


484 


STE 


1 


S'flariking region -605 


caggtttstaeaataataat C/T gaeaggtgagtgatgtttac 


485 


STE 


2 


ETflanking region -536 


taaaattttcaggtctgett A/G egagttaaaggcaaagagtt 


486 


STE I 


3 


5'flanking region -231 


ccttcttccccaacccctga C/T ggcagacttgggaatttgaa 


487 


STE 


4 


^untranslated region -64 


tgcagcttaagatctgcctt G/A gtatttgaagagatataaac 


488 


STE 


5 


intron 1 69 


aaatatagaatgaaaattat G/A tattacaaagctcttaaaao 


489 


QTF ! 
O t c 




intron 1 311 

II 1 LI V 1 1 ' w \ 1 


caotgagaaaataaagcaag C/G agggtagaaggaggtagaat 


490 


O 1 C 


7 


intron 1 fi5S 

IIILIUII * MVw 


tctaagaaagtagggactat G/A agaacccctatgtatctata 


491 


O.TF 


3 


intron 1 671 


ctatgagaacccctotgtat C/T tatatccaccatagtattct 


492 


o i b 


q 


infrnn 1 779 

intron 1 tic 


aaaaeecacettHeaaeats C/A aesaceffsastatficasaaa 


493 


bit I 




intron 1 1715 


taaocatcttgcttaacctt A/G tcatttttagccaagtcatt 


494 
495 
496 
497 


PTC 


1 1 


itv*-vnr\ 1 1 OCR 


aaatgataoatattcaggaa A/G tcaaaaatctctgacttaga 


STE 


i 9 
IZ 


intron \ \ yoo 


AAj»tr*t/*tanottAcrataco C/T ggcaataataatcaaatgta 


STE 


13 


intron 1 ZUo/ 




STE 


m 


i*t*Mfc*k 1 9*3 9 9 

intron t co^-a 


♦afirflrraro+aontjaffiFm^eoe G/C tttj tat a c a t3 U t Lfl"tt a at 


498 


STE 


15 


intron 2 1 65 


* < «'t4i-r^> ratcrarr »f\»arT X/fi ttflf5r*tcrtaacttffaata2t 


499 


STE 


16 


intron z i /u / 


(•^taaerarrriia^atraffa^ A/ft taatatfmrtatRa?taaaat 


500 


STE 


17 


intron 3 850 




501 


STE 


15 


intron 4 l odo 


0^la3Ca56wUlgU3ga lad 1 / v di.dciaLaoi/lBOg&^wiaaL»B 


502 


STE 


1 o 


intron 4 i ©as? 


tarat OPSLP r~ +t atra or=> A A/G ft A gatca cac HC ftCC flfl C 


503 


STE 


on 
20 


intron 4 l sjju 


CaCoCCaclCaauIddaucli f\s \j» oogiM igo laaaagtunvkg 


504 


STE 


Z1 


intron o ooo 


ttrtffAt/>A^of flpfaflr.flfl T/VO 1 nga a a ftf a at flat pt 


505 


STE 


Z<£ 


intron o y»z 


afriroaaacri^atraaftctrttcr A/C ctcacacaacattatattat 


506 


STE 


99 

Zo 


intron / ooy 


acrattttattretrtetett T/C ttcas~tt?aacaaataastt 


507 


STE 


9/ 

Z4 


tntron / 44/ 


rarrtttraaffcrstftflotircr C/A aaaaaatafraaattcaaata 


508 


STE 
STE 


ZD 


intron / o/z 


- gf «fH 1 1 gaar r at A/T ot0tr > acrtaao p aertcas:pp'a 

d dICtLgCUi LLLgfldC Cd L 1 ^LgL^dglfioftogLuagjyjci 


509 


Oft 

ZD 


intron / ©oo 


♦titfa ^atraggarttaaaai* A/G pttotr*ttFcttFcaaacPP 


510 


CTC 


97 
* / 


O '4-1 ^nLInn roninn 91ft 

j TiariKing region tio 


cagcctcccaagtagctagg A/G ctacagacatgtgcaaccat 


511 


ADH1 


1 


5'flanking region -55 


aiCaLgLgCggSaC LggaaL w/ I gg£V&lljalli>cad&uaaaaa 


512 


ADH1 


Z 


intron i zoo 


a r aH+o-fu irf aa a oTffata A/G 1 1 1 n H r-c a a ycta atcat g 


513 


ADH1 




intron o 44Z 


siasrtoYTAcrfl'r+Ar'ate'P'ntA C/A c (yrtffaatflraBrnateacctt 


514 


A pi II 

ADnl 


4 


intron o oo 


+ar»aarf+cro-ap , nr=»t(Tria+t T/C af?frctgGAf?&&t4ltfi'tfifttt 


515 


A nu i 
ADnl 


0 


intron o ih 


fff a srrfl <ta AAntcAfl aap C/A tp'paaF&at£Q£raaa£ia'tta 


516 


AUHZ 


1 


inxron z 


otal rttti anflgrytpcat T/C cttacataa^acttaaatat 


517 


AnU9 


9 


intrstn 1 Ql 

IllLTOIl O 9 1 


aaggcaatgagagacgaaag T/G gcttgcacaaggtcaccgcg 


518 


Anuo 


3 


intron ^ 2Q5 


atgtattgtacccttcaacc A/G ttatgtaccgagtatctact 


519 

520 " 




4 

i 
i 


intmn 7 1 Oft 


acaattgacaaggcaagatt T/C tgaaaacaaatcaaaaataa 




tsairasaacaEraaccaaeaa C/G ttffaffasaRRaffsaacazag 


521 




2 


intron 2 355 


tatgeattcttctatattat A/G caagacaaaaattttaggat 


522 


MUnJ 


•x 
+> 


tntron A 32 


aoactcagggaacatgcctt G/A gttcaccatcacaagattag 


523 




4. 


intron 4 fi 


ctgcttgaaaaatgagtaag C/T ttctgatgctttctttgcac 


524 


MUnJ 


5 


CaUM v *Vs^iJ 


agcaccttctcccagtacac A/G gtggtggatgagaatgcagt 


525 


MUflJ 


Q 


pynn fi ftl 5 


ttcgtttgaagtcatcggtc A/G gcttgacaccatggtatgat 


526 


ADH6 


\ 


intron 3 249 


tgaaactggacttgaaagta C/A aaatgagacaaaaatttatg 


527 


ADH6 


2 


intron 6 1072 


taacccctatactgtattgc A/G tcactttctaacaggcagct 


528 


ADH6 


3 


exon 7 885 

caui i r www 


gtctgtgtggttgttggggt G/A ttgcctgccagtgttcaact 


529 


ADH6 


4 


intron 7 1 292 


gttgagaaacactgcctagt C/A ccgtctgtggtcotagaatt 


530 


ADH6 


5 


intron 7 1 616 


ctatcacagaataatccgca T/C agaacactaagcagattacg 


531 


ADH7 


1 


5'flanking region -528 


tgtgcagacacagaaagttt T/C acttaactttotacocctaa 


532 


ADH7 


2 


intorn 1 361 


tcagtagcatgtgctgoaot C/T gctgcagtogttcoatggga 


533 


ADH7 


3 


intron 3 183 


aacctcaacotttagaaggc A/G aaccttacggtgtttataaa 


534 


ADH7 


4 


intron 4 76 


tgaattgaattaattaatac G/A tgtatttgatgtatoaaaca 


535 


ADH7 


5 


intron 6 615 


tggcetagegtaaagagact T/A ggaaaaatggaataaagcca 


536 


ADH7 


6 


intron 8 532 


aagtetaaccatotcaccaa T/C ttagtatgccattgtaotat 


537 


ADH7 


7 


intron 8 651 


gotgetatttatttcaagta G/A gccacaaaatttccttattt 


538 


ADH7 


8 


tntron 8 760 


catttttagatgaagaccaa T/G gttgtgaaagcaaataaata 


539 


ADH7 


9 


intron 8 1 207 


tctccacatttggtctagce T/C acaggatcatcatattatga 


540 
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NtL 








ADH7 


10 


intron 8 1691 


tccctcatctcsttgcccac G/A ctcattgctttaattcagtc 


541 


ADH7 


1 [ 


3*i intra n«;lart fid region 1364 


atttacattttgtaaggcta T/C aattgtatcttttaagaaaa 


542 


AHH7 


1 9 

1 L. 


I'i intra ri«L*tftH r«cion 1 49ft 


batata B+aaatflfcatc^tcc T/C 3paplaatattcacttaana 


543 


MUn / 




Tr i n+ ran cLat«rf rflfinn 1 ^R4 


aaaaaet+gi+atgagt+aa C/G ttggattaea LLLieaaata 


544 


ADH7 


14 


o Lui tra n s laxe □ region i o 1 o 


a atata a a ** ataoaor+a ira A / (\ atattafr ft fa /'ttat^a 
ddLdlcdoud IdgagCIagd U LUd Ld llotud la^ildlOd 


545 






o TiariKing region ouj 




546 


ntrZ / 


1 


o rianxing region i»i 


LCagCdCiCLgLgLCL3gCl 1 ddggtltgwaootgCdCCda 


547 


UPD07 


O 

C 


9 unirdnsKiLca region i 


ffaaAr^a^aaff^rofara O / A af'f' t" 1" eyerf - era o 1 tlcraacrQcr 


548 


LJ [Z DO "7 

rltHZ / 


Q 
J 


intron i i y*+ 1 


aaaiuacccjtaaccagccL v_/ ac l s ic igcca cmctg 1 1. 


549 
550 


rtEr'Z / 


A 
»♦ 


oXOri O ZO«7 


1 1 h frfr* a r* fj i o crrr cr^i cj i* / A rtuflffcarrffcffaffoacrrto 


HcPZ/ 


c 

! 3 


intron *\ lU/u 


tgtctcagttcacaggatca T/C gactctttttctcgaaactg 


OD I 


nfcr'z/ 


Q 

o 


onanKing region ooz 


ggC LILgLgLgXgCLC CaLL M/ U LC LgaaCLgggCGLgCLggg 


552 


LI CAM 
LI CAM 


1 
2 


intron 1 + 767 


tttgacttccttaoatgggt o/A actgtgtgagtcactctgtt 


ODO 


intron 1 + 862 


gcattgggxcatgigtatgx vj/ o igagTEgggcTgaaTgraag 


Oj4 


L1CAM 


3 


• j 4 _e_ 1 oo o 

intron 1 + 1 332 


cagggatgaaggagcagagc C/T gctgagaggccacacaggtg 


oot> 


LI CAM 


4 


Intron 4 + 502 


tttccctggggttttccctt T/C gcattccatcctccctgagc 


556 


L1CAM 


5 


intron 18 + 147 


agcgacgttatgaaattccc C/A acacttcacatttctataat 




LI CAM 


6 


intron 24 + 221 


ctccttagccccccagaggg C/T cccaactttaagagcatact 


558 


AANAT 


1 


5'flanking-542 


aggggtgcaggatKRRgtgt G/T agctggagggcagggggtag 


era 

559 


AANAT 


2 


5'flanking-263 


ccccccacataagaggtggg C/G ttgtccaagactccgaggga 


560 


AANAT 


3 


intron 3 39 


cgcccagctocagggaggcc T/A ctgaagacagaggtcagcca 


561 


AANAT 


4 


exon4 150 


cagccggccgtgcgccgggc C/T gcgctcatgtgcgaggacgc 


562 


ARD1 


1 


intron 1+317 


ccgtcggtctgctcggcccc C/G ctccctcggggctgggcagg 


563 


ARD1 


2 


intron 6 + 322 


gctcctcagcatctgctcac G/A ccagggacccacacctctct 


564 
565 


ARD1 


3 


intrcnG + 1095 


aaggctccatcctgagacaa A/C aagtccagtgtgacctgccc 


ARD1 


4 


intron6 + 1 1 79 


aggaggaagacctgtatccc A/G gggacaccctcctccactcc 


566 
567 


ARD1 


5 


intron7 + 1 59 


cctccaggctgctaggcaga C/T ggcctcctctaaagcccagc 


ARD1 


6 


intron7 + 295 


tgaccagccctgccacccga G/T gagccttgggcagaaccctg 


ceo 
568 

569 


ARD1 


7 


introri7 + 41 6 


actaccatggaggcccccac G/A acagagcgctgccccttgac 


NAT1 


1 


3 UTR 215 


aataataataataataataa A/T aaatgtattttaaagatggc 


CO A 

570 

071 


NAT2 


1 


exon2 867 


cgtgcccaaacctggtgatg G/A atcccttactatttagaata 


MAT2 


2 


3'flank 521 


ccatccatactttgccacaa G/A agaaggaacatgagctttat 


572 


NAT2 


3 


3 flank 57 o 


gatttgaaatcctgtggaca C/T ggggtgaattacttttaaaa 


D /o 


NAT2 


4 


3 flank 91 8 


attttctgtttgtaaattc c A/G gtatcagggctatagtttaa 


574 


NAT2 


5 


3 flank 979 


actattctccctcttcgact C/T gtgatgactataataatctt 


Me 

O/O 


NAT2 


6 


3 flank 1958 


tacctattgaagtaagccta C/T gtcatatccacctatttgtt 


576 


NAT2 


7 


o flank 2034 


ccactgattcccagagctag T/G tcattaagaagacagtgcct 


BIT 


NAT2 


8 


3 flank 2201 


cagattactggQgggctact G/A tttgotcaccaatgceaatg 


CIO 

578 


NAT2 


9 


3 flank Zoio 


gggatatttgtctcctttct C/G cccagtgcatgttggaaacc \ 


579 


NAT2 


10 


3 flank 323 r 


atotatattccaattaaaaa A/ A caaaataaatttccgaaact 


con 
Oou 


Kl A TO 
NAlZ 


1 1 


o TianK oooo 


caacaaagagattttttaaa G/A ctttttaaaacaccagacag 


COI 

3D I 


Kl A TO 
Kl A TO 


"1 o 
12 


o Hank oooU 


cagcactattcgcaatagca A/G agatgtggaatcaatctaaa 


coo 
Ot>Z 


i 0 


Tfl.-i. 00"71 


agcagaaaaaataaataatg C/T gtactaggcttactacctgc 




MATO 

Urt I z 


1A 


o TianK *>uzi/ 


caaaacaaaccoccatgaca T/C gagtttatctatataacaaa 




MA TO 
IMM 1 Z 


i <j 


o TianK i i o 


ataagattaatatctgeata C/A aaatctttgtttacagcttg 




MATO 
r#/\ I Z 


1 A 


»j TianK h i *>o 


lllo c a gcxtgnaxa ta w/ i LgaaxuigxcLgcxccccc 


586 


MATO 
IMM I Z 


i / 


^'flanU A97Q 

o TianK *»z / j> 


Iw 3 bCXga Logga U LggCg W/ O ClvXaiaag«d3ddgoddag 


587 


MATS 


1 o 


«J TianK *r«JZO 




588 


MATO 
IM>\ J Z 


1 Q 


o uanK 


icaoTxggc LLLaxCigcga i / w ucxggaaLcaggcaa tacic 


589 


MATO 
Vif\ \ Z 


zu 


c TianK *f*>oz 


gcgaixCLggaaxcaggcaa i/w aciccatuLcaiaaaacaga 


590 


GZMA 


1 






591 


GZMA 


2 


5'-flanking -1 72 


agcctgcctgctggcagtga G/C ccatcatccaccattctcac 


592 


GZMA 


3 


intron 1 1949 


gacataaggttctctctatc A/T gcatgtatggtttgccttgt 


593 


GZMA 


4 


intron2 + 683 


gactgcgtgaccaggtggaa C/T tagcctcagcatggaagggt 


594 


GZMA 


5 


intron2 + 1250 


gttggt^tagtttatactag G/A ttatgaatgatagccttaat 


595 


GZMA 


6 


exon4 + 1 05 


tgccaagttgcagggtgggg C/G aggactcacaatagtgcatc 


596 


GZMA 


7 


intron4 + 696 


atagagccttacctgaagaa A/G ggtgtgcagtatgcatggtt 


597 


GZMA 


8 


intron4 + 1141 


ctgttcagggaggatccogg G/A ttccaacatggttctttatt 


598 


GZMB 


1 


5*flanking + 529 


gcctccgtctcacaccaaca A/G gcagatttccccaccacggc 


599 


GZMB 


2 


intron3 + 141 


gagggaagattgtgcagccc C/T atcactgtgtcggggcccag 


600 
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Ni 




E » 

. 


IB5\I 


GZMB 


3 


3'flanking + 44B 


ttttcagggcctgtccctcc G/A atgggggcaggcttctccca 


□ 111 


ESD 


1 


5'-flanking -333 


gtcttgggacagaggagttg G/A gggagttgaaattaggccct 


602 


ESD 


2 


intron 1 603 


gtcatttotgatggggtcat C/T agggaaatgggattgagogc 


603 


ESD 


3 


intron 1 717 


tgtgtggtagaagcagcatt C/T taagcactacgtgaattaac 


604 


ESD 


4 


intron 1 1864 


gctttcatgcaggattgatc G/C tagtgggatgtattaggaag 


605 


ESD 


5 


intron 1 2389 


ttttgggaacacctgtctag G/A tgttaagagccagtggaata 


606 


ESD " 


6 


intron 2 21 


taaacttgttttattgttta T/C atgttactotgaacattgaa 


607 


ESD 


7 


intron 2 588 


taaaattagtatctctctct G/A taagttcattatttaagata 


608 


ESD 


8 


intron 2 1 498 


tagaaaaatgtgtatcacac C/T gtaagtgttcagtaatgtta 


609 


ESD 


9 


intron 3 92 


ctttatctagatattatagt C/A cctcattttacttttaaact 


610 


ESD 


10 


intron 3 422 


gtaaagagattaaacaoaca C/T goacacatacatatacctat 


611 


ESD 


11 


intron 3 581 


agaaaacctgagaoatgaca C/T aatttatttaaagccatagt 


612 


ESD 


12 


intron 3 2270 


gccagtaattacatgtagcc G/A tttacatcaaattagctaat 


613 


ESD 


13 


intron 3 2951 


taatgaaagtaaatgtttca A/G cttccctaacaaaagttgaa 


614 


ESD 


14 


intron 3 3001 


aaatgtcagaaattttttgt G/A ccgtcagtcatcaacaagaa 


615 


ESD 


15 


intron 3 3096 


aaggagcatacagaaaactt G/C ccatgatggggcctttgtgg 


616 


ESD 


16 


intron 4 2611 


tctaatagtccccagtatta A/G tggtgcacatcttcatgtcc 


617 


ESD 


17 


intron 5 390 


tcttttttcatctctgttaa C/T atcaaccatacagttaaaca 


618 


ESD 


18 


intron 7 107 


ttagtattggaactaaactt T/C tctagtgttgagaactttgg 


619 


ESD 


19 


intron 8 1090 


aaattctaactaattaaagg G/T ttcatcctttagtaactaga 


620 


ESD 


20 


intron 8 1651 


tataaagttgtggttaatga A/G tatatatgaataagaatatt 


621 


ESD 


21 


intron 8 2047 


agaaggaaaaaggecatttt G/C ttaagaatccctgagatatg 


622 


ESD 


22 


intron 9 -3490 


atagaaggageggctatact A/G cctccttaagtctcaggacc 


623 


ESD 


23 


intron 9 -2596 


actaaggataaaaatatggc A/G tactcagtcacattggaact 


624 


ESD 


24 


intron 9 -666 ~^ 


aggccttaatgacatatttc T/C cctcacataaagatacaaca 


625 


ESD 


25 


intron 9-660 


taatgacatatttcccctca A/C ataaagatacaacatgettt 


626 


ESD 


26 


intron 10 799 


tatggtaactgaagaaaatg A/G cattaagttcctaaagttat 


627 


DDOST 


1 


intron2 629 


attctgttaagaagttctta T/C attaagaaatattgtctcct 


628 


DDOST 


2 


intron2 3125 


gagaatataggagcttctgc G/A tatgcctgaaagtcagtcag 


629 


DDOST 


3 


intron2 3920 


attactcatttaatgaataa A/G tggattactgagcactgtct 


630 


DDOST 


4 


intron3 189 


actgctgtccaggggtccat C/T tggggctgagcccagctgga 


631 


DDOST 


5 


intron6 185 


ctgtcctcttgttcgggagg C/T gtggcagcttttcccttact 


632 


DDOST 


e 


exonS 37 


aactatgaactagctgtggc C/T ctctcccgctgggtgttcaa 


633 


DDOST 


i 


tntron9 37 


tcctgcccaagaatgctgcc A/ A aaaaacggccccaggcctca 


634 


MGST1 


1 


5*flanking - 5 


tctggaccctgaacaggagg G/C gacatcgtgacaaagcaoat 


635 


MGST1 


2 


intronl A+330 


atcagcaggcgatggttact C/G tgggcgggtaaatcaggtga 


636 


MGST1 


3 


intronl C+1 428 


gtaaagggaaagggcgttcc T/A caactgagaagtgaagattc 


637 


MGST1 


4 


repeat 


attatttgctctacctcagg G/A tttttegggtcaagegagat 


638 


MGST1 


5 


intronl C+29 14 


ctcatcaggtgtgtgtcaga G/T ggcttggtgctggccagtct 


639 


MGST1 


6 


intronl C + 4274 


attgtaatagattaacaaag G/T tgatgaaagtagtgtacata 


640 


MGST1 


7 


intronl C+4276 


tgtaatagattaacaaagtt T/G atgaaagtagtgtacataat 


641 


MGST1 


8 


intronl C+4306 


gtgtacataatgtacatagt A/G tagttgaacacatagcaagc 


642 


MGST1 


9 


intronl C+4406 


gatggctatatgaccaataa T/A gatacatataaatgtataga 


643 


MGST1 


10 


intronl C+4464 


agaaagattgeagctgatag A/G tgtcaggctaataaggacac 


644 


MGST1 


11 


intronl C+4683 


aatggcagaggactggaaat G/T tacattttaagctttaccct 


645 


MGST1 


12 


intronl C+4767 


gccttcctcttcagcacatt C/T ccaattatacttccaattcc 


646 


MGST1 


13 


repeat 


atttcaatttttttttttgg G/A gggggagacagagtctcact 


647 


MGST1 


14' 


repeat 


aattacctcccaaaggcctc A/T tatcccagatactatcacat 


648 


MGST1 


15 


intron2+2379 


ttctcaaatttcattataca C/G tattcttcaacccaaagttt 


649 


MGST1 


16 


intron2*2767 


ttta aetata gat gecttet T/G ctcctcttgtgtttgattta 


650 


MGST1 


17 


repeat 


toactgcagcctcaacctct C/T gggctcaggtgatcctccaa 


651 


MGST1 


18 


repeat 


- . iii T/A i i a _ i _ ■ t 

aaaaaaatttgtagatatgg I /u tactccctatgttgcccagg 




MGST1 


19 


repeat 


ctccctatgtlgcccaggct A/G atcttgaattcttgggctca 


653 


MGST1 


20 


intron3+1495 


gtcagacaatggccttcagc G/A tcctctctttgcagaatatg 


654 


MGST1 


21 


intror>3+2528 


ttttggagaoacttttcaga G/C agagogtttocagcatcttc 


655 


MGST1 


22 


intron3+2567 


tccctttccatttttaagtt A/A gacttttttttttcacctct 


656 


MGST1 


23 


intron3+2731 


atacacatatggaacaatta A/C ctaaaaacttaaggtaatat 


657 


MGST1 


24 


intron3+3288 


gggtttatagtgttcccccc C/A tccccgcccccaaaagaccc 


658 


MGST1 


25 


intron3+4288 


ccattctatttgtcaactgc G/A taacacaggcgtegaagtgg 


659 


MGST1 


26 


intron3+4378 


aaatgtctgtccttttggca T/C gttgtgaaggagaacactaa 


660 
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Na 








iipCT 1 

Muo I l 


Zt 

2B 


intron*5+*»o 1 / 




661 


MGST1 




662 


MGoTl 


00 




H-loaaaffaatD+nH'tjia T/C\ atrfrf atr* till Lrcaragag 


663 


m/*OT1 

MGbTI 


JU 


OXOnQ+OUHV J U 1 Ky 


9agaaxxCvgLaX7lXvC7aaX 1 / Xj idiaalKaB taUXXLUXtdft 


664 


MGST1 


31 


«s nanKing* lOoi 


XCXgXgXgCaXgaaOaLgCa W< I gwglgOaCgligCabdLaegw 


665 


MGST1 


32 


3flanking+l 7Zy 


uaXgxggagoaaLLxgaaaa t\i \ agxaiaxxctaagccaxxaa 


666 


MGST1 




o TianKing+%J*iKJ / 


ggBLCBCLgcraSagoLCCC La/ r\ gagLuauLCCfligUibWlgl 


667 


MGST1 
MGST1 


34 _ 
35 


intronl B+36 


ggagaaggggacGgcatgca G/ A agggtggcaggcagggaggg 


668 


3'flanking+25 


gggtaaacccarttttgaata T/C tagcattgccaatatcctgt 


669 


MGST1 


3G 


exon4+266s3 U I H) 


aaagaaaatcatacaactca G/ A catccagttggc tttttaag 


670 


SULT1A2 


1 


intron 4 1728 


tcagcttcctcctttgccaa A/ A ccaagagatgagctggcctg 


on 


SULTX3 


1 


intron 1 6415 


tgacctctccctgttagtgt G/A ggggcagctctttccagtgt 


o /«i 


SULTX3 


2 


intron 5 2457 


gcccttaaagggaagttoat C/ A cttctctgccttocaggctc 


O/O 


PIG3 


1 


5'untra ns lated region-93 


tccgcgaggotacagcggcc (CCTGYOn cagBcaatatgttagcogtg 


674 


ADH2 


4 


intron 7+108 


acaattgacaaggcaagatt T/C tgaaa8caaatcaaaaataa 


O/O 


ADH2 


5 


intron 3 +(1721-1723) 


actgcatagaaatttaagaa GAA/ A cttgttttattcctctccag 


676 
677 


ADH2 


6 


3' untranslated +(2305-2306) 


gttaatgctttcccactctc AG/A gggaaggatttgcattttga 


ADH5 


1 


5 ? flanking - 115 


taactgctgtaaagttacac G/A gggaagccctttcccgacaa 


678 


ADH5 


2 


5' flanking - 114 


aactgctgtaaagttacacg G/A ggaagccctttcccgacaaa 


679 


ADH7 


16 


intron 8 + 727 


ttcagatccctgtaagccag G/A tattatttttaccattttta 


680 


GSTM1 


1 


5' flanking - 694 


tacgaagtggctaatttaca C/T agtacttagccagatgaccg 


681 


GSTM1 


2 


5' flanking - 661 


gatgaccgaaggactcagta C/T ccgagggcccctaacagaaa 


682 


GSTM1 


3 


5' flanking - 658 


gaccgaaggactcagtaccc G/A agggcccctaacagaaaaca 


683 


GSTM1 


4 


5' flanking - 656 


co&aaggactcagtacccga G/A ggcccctaacagaaaacaca < 


684 


GSTM1 


5 


5' flanking - 537 


tagaggggagactaagccct G/C ggagtagctttcggatcaga 


685 


GSTM1 


6 


5' flanking - 525 


taagccctgggagtagcttt C/G ggatcagaggaagtcctgct 


686 


GSTM1 


7 


5' flanking - 465 


aattaaattcccaggttggg G/A ccaccactttttagtctgac 


687 


GSTM1 


8 


5 r flanking - 383 


gcggagagaaggctgaggga C/T accgcgggcagggaggagaa 


688 


GSTM1 


9 


5' flanking - 382 


cggagagaaggctgagggac A/T ccgcgggcagggaggagaag 


689 


GSTM1 


10 


5' flanking - 378 


gagaaggctgagggacaccg C/T gggcagggaggagaagggag 


690 


GSTM1 


11 


5' flanking - 343 


agggagaagagctttgctcc G/A ttaggatctggotggtgtct 


691 


GSTM1 


12 


intron 2 + 118 


tgctggagctgcaggctgtc T/C cttccctgagccccggtgag i 


692 


GSTM1 


13 


intron 3 + 233 


Qgtgagtgcccggtctccto T/C otgctcttgcttatgggaag j 


693 


GSTM1 


14 


intron 4 + 26 


tgtgggtggctgcaatgtgt G/A gggggaaggtggcctcctcc 


694 


GSTM1 


15 


intron 5 + 140 


actatcagcagttettctca C/T gactccaatgtcatgtoaac 


695 


GSTM1 


16 


intron 5 + 577 


ctgccaccocattagBagga A/G ctttcta ctttc c ctga get 


696 


GSTM1 


17 


intron 5 + 645 


gctggtctggatccagaggc T/A gccaggtgcttgggcgctcc 


697 
698 


GSTM1 


18 


exon 7 + 519 


caccgtatatttgagcccaa G/C tgcttggacgccttcccaaa 


GSTM1 


19 


exon 7 + 528 


tttgagcoeaagtgcttgga C/T gccttcccaaatctgaagga 


699 


GSTM1 


20 


intron 7 + 2421 


cagcaccgtgtagaaccttc A/U taagtgttagctgttactgt 


/UU 


GSTM1 


21 


3' flanking + 42 
intron 1+7 


atttgctcctggccatctac C/T cagactgtctgtctgtctgt 


/ U 1 


GSTM2 
GSTM2 


1 

2 " 


ggaacatccgcggggtgagc C/G agggtccgctgggcggtggg 


702 


intron 1+45 


gggacgggggtgcgtggggg C/T ggggaagtgtggagcagctg 


/Uo 


GSTM2 


3 


intron 3 + 70 


gactgcatctcctctcccca G/C cttagaggtgttaagatcag 


I\JH 


GSTM2 


4 


intron 3 + 224 


agcaggccctggtctcctct T/C tgcccttgcatatgggaagg 


/uo 


GSTM2 


5 


intron 5+100 


ttgattccttctggtgagtx xxggtcttgcxgacxcTaaR 


/ uo 


GSTM2 


6 


Intron o + 341 


tcctcttggtgggttcatgg T/C ctggotggcttcaggagtga 


/U / 


GSTM2 


7 


intron 5 + 696 


occtttagctagaoaoagag C/T gctgatttgtgcatttaoaa | 


7flft 
/UO 


GSTM2 


8 


intron 5 + 723 


ttgtgcEtttacaatccttt A/G gctaggcagaaaagttctcc 


709 


/-> CTl IO 


o 
a 


t) uniransiaTBu + iuuo 


ctc&gcoccgagctgtcccc G/ A tgLtgcatgn aggagcagca 


710 
71 1 


GSTM2 

V30 1 IV1 kJ 


10 

2 


%i flanking + 1 *m 


ttctgctgggcatdgtaagg C/T gcttgagaattcttgctccc 


S' "FtanlrirKr — 


ccaacgccggcattagtcgc G/T cctgcgcacggccctgtgga 


712 


GSTM3 


3 


intron 7 + 165 


agcctaacttctataccttg A/G aggcactgtctacaaaaaaa 


713 


GSTM3 


4 


intron 7 + 257 


dgttggactgggtggggtc T/G ttata agsttggtgtatttt 


714 


GSTM3 


5 


exon 8 + 91 


cccagtggggcaacaagcct A/G tatgetgagcaggaggcaga 


715 


GSTM4 


1 


intron 4 + 67 


ttggotggattggggtgcta T/C gctcagagtgagtctgtgtt 


716 


GSTM4 


2 


intron 7 + 77 


gatgctttcocagtcctgga T/G ctgoataaag&ata&cttgc 


717 


GSTM4 


3 


intron 7 + 80 


gctttcccagtcctggatct G/A cataaagaataacttgeatt 


718 


GSTZ1 


1 


5' flanking - 546 


a e c agggcccaccagccgac C/A gcctcgaagcgccgtgagcc 


719 


GSTZ1 


2 


5' flanking - 321 


tgtctgaccagccgccccgc T/C aaggagtcacaagagggcag 


720 
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HP 911 


MM 


GSTZ1 


3 
4 


intron 1 + 2890 
intron 1 + 2896 


aaaatactgcatcaaaacca G/A gccacgctctgttgggggga 


721 


GSTZ1 


ctgcatcaaaaccaggccac G/A ctotgttggggggacaccaa 


722 


GSTZ1 


5 


intron 2 + 255 


tctcccaacactgctctcca A/G agccccttggcaaccatgtt 


723 
724 


GSTZ1 


6 


intron 2 + 1560 


caccactgtttaaggccctg G/C gggggcagagttaaacacaa 


GSTZ1 


7 


exon 3 + 94 


ccttgaaaggcatcgactac G/A agacggtgcccatcaatctc 


725 


GSTZI 


8 


intron 4 + 297 


agaaggaggagtttgctggc C/T ctgtcccctctggtccaggg 


726 


GSTZ1 


9 


intron 6 + 94 


tatctgaaccagcctcceag G/A ctgctttgggcctgacagtt 


727 


GSTPi 


1 


intron 1+269 


ctcccccgggctccagcaaa C/G ttttc LUglLcgctgcagt 


728 


GSTPi 


2 


intron 2+134 


ccccgggcctccttcctgtt G/T cccgcctctcccgcoatgcc 


729 


GSTPi 


3 


intron 5 + 438 


gtgtgtgcgcgtgcgtgtgc G/A tBtgtgtgcgtgtgtgtgtg 


730 


GSTPi 


4 


nitron 6 + 162 


cccgctggctgagtccctag C/T ccccctgccctgcagatctc 


731 


GSTT1 


1 


5' flanking - 1 03 


taaagagtgtcccaggcgtc C/T gteccgcccaatggggcaca 


732 


MGST1L1 


1 


5' flanking — 1 05 


tgctgccgctgc cgtggggc LG/Agggcgtgggcggtgctggct 


733 


MGST1 LI 


2 


intron 1 + 277 


agtgtctgtgagagaagcag G/A ttctggagggtggagtgtgg 


734 


MGSTILl 
MGSTILl" 


3 


intron 2 + 3030 


ggggttatacagagcccctc C/G gcccccaccacacatatgca 


735 
736 


4 


nitron 2 + 8499 


gtatggcaggagtggggtcc C/T ggcaagccatagaggtatgg 


MGST1L1 


5 


3' untranslated + 468 


cgccacctgtgaccagcagc T/G gatgcctccttggccaccag 


737 


MGST2 


1 


5' flanking - 46 


ggtcagcattcaaagtcaag A/T agcgccatttatcttcccgt 


738 


MGST2 


2 


intron 1+176 


ggtcacccatgccgcctgct A/C ccctccttcocaggggcaag 


739 


MGST2 


3 


intron 1 + 204 


tcccaggggcaagcagagac T/C gagaacattccagagattag 


740 


MGST2 


4 


Intron 1 + 373 


ttacaagtgttccaaaggaa A/T cgtgcctgcttctaaacctg 


741 


MGST2 


5 


intron 2 - 3245 


cctcgtgatttgcccacctc G/A gcctcccaaagtgctgggat 


742 


MGST2 


6 


intron 2 - 1998 


aggccgaggtgggcggatca T/C gaggtcaggagatcgagacc 


743 


MGST2 


7 


intron 2 — 1640 


tgtttattc cttgc atagc c A/G taatataaagtatgaatttt 


744 


MGST2 


8 


intron 3 + 41 


actgtgttcteatgatgact A/G tgatgcttaaacgattaagg 


745 


MGST2 


9 


intron 3 + 453 


atcagagtgctatgttgcag A/G tatatgaactttgecttcat 


746 


MGST3 


1 


5' flanking — 520 


acaaaaaggccctaacagcg A/C taaatccattcacttcggga 


747 


MGST3 


2 


5' flanking - 355 


cgcctaaaaccgctacggtg G/A ctctgctggggacaaattat 


748 


MGST3 


3 


5' flanking — 234 


ctEEgEgagtagatatatgt T/A tttgagaatgagaggagtaa 


749 


MGST3 


4 


nitron 1+74 


agcctttgcgcaggcactcc C/T atatttcagcctatgcgagc 


750 


MGST3 




intron 1 + 682 


agaaaatgccccttctttat G/C tggggtggoagcacggagco 


751 


MGST3 


6 


intron 1 + 832 


cgagtttacaagctacataa T/C agcgtcgggggcaagtaagt 


752 


MGST3 


7 


intron 1 + 1 S 1 9 


aataaaattcctgagtttct G/C tcactcgctcttacagtacc 


753 


MGST3 


8 


intron 1 + 1991 


tgtaatteggcaacaggaaa A/G ttgtactatctttcaaetgc 


754 


MGST3 


9 


intron 1 + 4458 


tcttccatcctcctaacata T/C agttagcttccactctccaa 


755 


MGST3 


10 


intron 1 + 4676 


tgaatatgcaatgcaattgt C/G gggggatagttacttttcat 


756 


MGST3 


11 


intron 3 + 278 


cagcatgacccatctaaacc G/C atgttgactctoccaggcct 


757 


MGST3 


12 


nitron 4 + 423 


cttgc ctttttgttgtgggg T/G gtggEgtggtcacagagaag 


758 


MGST3 


13 


intron 4 + 506 


gtgcagagaagaaaacaaag T/C ggggaaggtggaaaggggat 


759 


MGST3 


14 


intron 4-162 


tcacagatattttatttbcc C/T gactgaaactaacttaattc 


760 


MGST3 
MGST3 


15 
16 


intron 4-130 


acttaattctacctaatttg C/G gtggggagtagttggccaaa 


761 


intron 4 — 1 05 


ggagtagttggccaaatoat C/ G aaattgttaactttttgota 


762 


MGST3 


17 


intron 4—65 


aacatattgtgtaatcaacc C/T taggtgttaaaaaaggtttg 


763 


MGST3 


18 


intron 5+105 


atcccagcactttgggaggc G/C aaggcaggcagattgcttga 


764 


MGST3 


19 


intron 5+197 


aaaaaatacaaaaattagcc G/A gatgtggtggtgcacacctg 


765 


MGST3 


20 


intron 5 + 222 


tggtggtgcacacctgtagt C/T ccagctacttgggaggctga 


766 


MGST3 


21 


intron 5 + 374 


tcttatgctactatattttt T/C ttcttgggaatttgagaaaa 


767 


MGST3 


22 


3' untranslated + 517 


atgacttacctttatttcca G/T ttacattttttttctaaata 


768 


MGST3 
GSTA1 


23 
1 


3' flanking +166 
5 flanking - 266 


agtctgattgtggtgatgta G/T gtatagtcatgccacagtga 


769 


ttgccaaaagagcaaaatct C/A ggtgaaatgtattgtgtaaa 


770 


GSTA1 


2 


intron 2 + 1220 


gagaoacaggctttcctaag A/C tatgacaa caeca taactag 


771 


GSTA1 


3 


intron 4 + 1813 


aaaggcacccactggaggtg A/C attattttgccatcacctga 


772 


GSTA1 


4 


intron 5 + 732 


gaagagtgttgtcatgaagg T/C ggagtcactgcccaagggag 


773 


GSTA1 


5 


intron 6 + 333 


ttatcccatatgtgcccaca A/G tgagccggtctgagcagagc 


774 


GSTA1 


6 


3' flanking + 412 


ctttcttatgcatttgcaaa A/C caatgattctgtctgctgtg 


775 


GSTA4 


1 

2 


intron 1+280 


gcattggtggaaggtgggct C/T ggatcgtccccgggcctggc 


776 


GSTA4 


intron 3+176 


ggaaatcacttcttattcaa T/C agttccataaaagctggccg 


777 


GSTA4 


3 


intron 4 + 94 


acaccacatttactttatgt C/G ttacatagttagtgagatca 
cacacttgtgcacatgcaga C/T acccatgggcatccaagagt 


778 
779 


GSTA4 


4 


intron 5 + 1062 


GSTA4 


5 


exon 6 + 487 


cagatgtgattttactccaa A/G ccattttagctctagaagag 


780 
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Na 






a# 




R 

V 


III Li Ull W 


tgagctctgagagcaaatga G/A agatgttagcaccctaaaca 


781 


GSTA4 


7 


:_4-___. c j. con 

intron o + oou 


taaaoatcaccccaaaggat T/A ccxaccattctccttctgag 


782 




3 


II ilium U * vy™ v 


tcttcgtagtatotaatacc T/C tttttgttagccttaaagtt 


783 


taSl A4 


Q 


*V unft^nelAt^ + 1 ACQ 

o UnuanSlellca T i USJ 


taataacaacceaatfftcta G/A taaatEflctctcctctgagC 


784 


QSTA4 


10 


tntron a + u/Lr-w/ i / 


crt-f o+r-o^^*<-»or~+<r+r-f fTAI Cf^tFa^fitCCte^etcataa 


785 


GSTA4 | 


"in 
1U 


• m._^_ E 4-/070— 171 ^ 

tniron o t^/lt- %itij , 


crH- a+ tra a r* aprt srt r+r*a PT:tP'a catC ct C G ctfTa 1 3 a 


786 


k ir\i ifa 4 

NDUFA1 


1 


o flanking i ' 


agggotaaaaatcctgatta X/A acctaccttgaagcttttaa 


787 


NDUFA1 


o 
Z 


intron £ + ju f i j 


asvt , aaaao+ar*j»tiriTf»a't'a't C\ / fK. tit gatgggaacagac 1 1 ti I 


788 


NDUFA1 


o 


»i TlanKing + l £ i o 


ddULUUclLg Lc3 LX3 cl clgk^O / v/ «Jf va»j«owogai-(J»ua"<-«-*'*' a 


789 


NDUFAI 


4 

5 


3 flanking + 1411 




790 


NDUFA1 


3 flanking + 141 1 


— — — »4 ..j AOAa><«»»>H«-ot r* f~Y / C\ ctrxr- a oca c**^ 1 1 1 1 a ft't 1" 

ggaxxg^gccaccc cxxga l 0/ 1 /o ggucicic L ^awi(/i>Lt.i«iwkUkk 


791 


NDUFA2 


1 


intron 2 + 1087 


aacaxacaaaaauLagccgg m/ vj LereggLggcgggcacvigM 




NDUFA2 


2 


intron 2 + 1089 


catscaaaaattagccggat A/G tggtggcgggcacctgtaat 


793 


NDUFA2 


3 


intron 2 + 1 356 


ttccctgaaacaacocattg T/C ggccatccagaatoagccaa 


794 


NDUFA2 | 


4 


3' flanking + 467 


cacagcctcatgggtcagcc C/T actccagagggtgcattccc 


fiio 


NDUFA2 


5 


3' flanking + 744 


ggaagcaggggccctggcca C/T agccgctggcagtaagcagg 


r i»D 


NDUFA2 


6 


3' flanking + (844-845) 


tatagtctacaaagaatgaa (ACAC) aaagatcataacaatagcta 


/y / 


NDUFA2 


6 


3* flanking -K844-845) 


tatagtctacaaagaatgaa aaagatcataacaatagcta 


798 


NDUFA3 


1 


intron 2 * 2656 


tccctgctgccctcccctgc G/A oactttatcttccctttgcc 




NDUFA3 


2 


exon 4 + 241 


aKfreccccagcctggagtgg C/G tgaagaaactgtgagcacct 


800 


NDUFA3 


3 


3' flanking + 1019 


tccttacctgoactggcacc A/G gctctggagccccagtccct 




NDUFA5 


1 


intron 3 + 2155 


agactctagcatggtacctg G/C aacataaggttccttagaaa 




NDUFA5 


2 


intron 3 + 2493 


ggcatattgctagttttctc La/ i gtiTtcaarrtcaLcaiCLax 




NDUFA5 


3 


intron 3 + 271 2 


acaaattttgaactgttcac w/ 1 taacacaggcnnxcxgaa 


804 


NDUFA5 | 


4 


3' flanking + 1296 


aggtatctaaaaggtattgc A/O atttggtcattggttctttc 


qric 


NDUFA5 


5 


intron 3 + ( 30-31) 


aagtcagttttgttgtcttg CQA 1 1 I GTGGTA 1 UOAU; tgtaa 
catttaaccaaaaaa 


ouu 


NDUFA5 


5 


intron 3 +(30-31) 


aagtcagttttgttgtcttg tgtaa 
catttaaccaaaaaa 


ftn7 


NDUFA5 


6 


intron 3 +(427-428) 


attaagtagcagttaataaa AG/ A tctagactgctgattcatac 


ftftB 
OUo 


NDUFA5 


7 


intron 3 +(4733-4734) 


tataggaattttaaaatata TA/A ggatattgaaacattcagtt 


ouy 


NDUFA6 


1 


5' flanking - 1148 


tttataatttatatatgtta C/T gtgctttcttttgtatagct 


q i n 

olU 


NDUFA6 


2 


5" flanking - 363 


actaccaaggagcgcggcgg G/A cagccggatagcaggacgct 


811 


NDUFA6 


3 


exon 1 + 26 


ggggagcggcgtccgccaag G/T tacttctaccgccagcacct 


ftt9 


NDUFA6 


4 


intron 1 + 1318 


attcagcagtttgaaaacat A/G atgtttgcctggcagaatac 


an 

OIO 


NDUFA6 


5 


intron 2 + 562 


agttaaagaatctgaaaagt G/C tcagaaatgatttaccctga 


814 


NDUFA6 


6 


5 flankmg - (861-862) 


ctgtaaaatggggatgctga (T) ggtacctacctgacctatga 


815 


NDUFA6 


6 


5* flanking - (861-862) 


ctgtaaaatggggatgctga ggtacctacctgacctatga 


816 


NDUFA7 


1 


5 flanking — 731 


accaaccaaaggtctatcaa A/G ggggtgtcctc tttgcaccc 


817 


NDUFA7 


2 


5' flanking - 434 


aaagggaaccatcagaaccc C/T gtgatgaaatgagaatcggc 


818 


NDUFA7 
NDUFA7 


3 


o flankmg - 395 


1 11. t j » j r j 1 A / em rt rri~+ rr a err' q er or a+ a era cr 

gctcccggatxccggcxggc /v 0 ggggiLagggcagggugag 
agaggagtcacgtgcttcgg G/A gagagectttataggaegtt 


819 
820 


4 


5* flanking - 100 


NDUFA7 


5 


intron 1+92 


tcaccxcccxcctaagccgg u/ m a c c cuege icicccwgdd 1 


821 


NDUFA7 


S 


intron 1 + 133 


ctccctgggaacccccagct A/C gtcaccccttcagcccggga 


822 


NDUFA7 


7 


intron 1 + lob 


j-jif j~ i~ ~i ff-j~ f- ~i rrV r^ / r« 0 f*^~¥ r* a tTi"* f*/* CfCfUfi f~ ^ 

CCXgggaaCCCCCagGtagX O/ O aCyCCllvdgbUUggga^ww 


823 


NDUFA7 


3 


intron 2 + 89 


XCCXXXagBCCCCXgBoBCS v^A Vy agggCLgautti.i/ULgbbtiuLi 


824 


NDUFA7 


9 


exon 3 + 196 


gccgccgggaatctgtgccc C/G? cttccatcatcatgtcgtcg 


825 


NDUFA7 


10 


intron 3 + 


gCCXCCaCCCCXg&ggCgCC 1 / VJ CClv6oH»dV/6iA(Cil'lA/i^t/ 


826 


NDUFA7 


1 1 


intron o + •row 


gggGCTigCgiaCgbXggag r\/ VJ Cbaaaa&VKggaaegeo&ea 


827 


NDUFA7 


12 


5' flanking -(1360-1353) 


__ a _4 nnaaiiBtrnrr*tapt /r*.AnARfifJTl aSl^flrtOCrrO 
066 ICLLijLgljL \wr\U/MJUVJ 1 y flfllja^l^UUg 


828 


NDUFA7 


12 


5' flanking - (1380-1353) 


agggtccagggtcccctgct aacaclggccgaagagaaag 


829 


NDUFA7 


13 


5* flanking - (1240-1239) 


tgatagagccctgatccacc CA/A ctctctgaaacttctttgct 


830 


NDUFA7 


14 


intron 2 +(4142-4143) 


cattttgtgactgaggtgac AG/ A gggcccacagcggggccaitg 


831 


NDUFA8 
NDUFA8 


1 

2 


Intron 1-75 
intron 2 + 790 


tttgtgttctctattctgac C/T cgcatgaggtaaagctgaga 
caaacctagacaaagtgtgc C/T ctttatccagaagtgagcag 


832 
833 


NDUFA8 


3 


intron 2 + 900 


ttcaggagataaaaagctct G/A attgctcaggcctgagatgg 


834 


NDUFA8 


4 


intron 2 + 3837 


gaagttgtcttgtaagtgag A/G taagaatatgtactcacato 


835 


NDUFA8 


5 


intron 2 + 3942 


tcattgttttgcaaagagat G/T cccctaacccagctttcttt 


836 


NDUFA8 


6 


intron 3-66 


gaggagacaccaggaggcgc A/G ttgatggttacagattcctc 


837 
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S# 


NDUFAR 


7 


3" untranslated + 520 


tttatttctggaccaagtaa A/G gatgggtccgtggcc cacao 


838 


IMLHJrrtO 


a 
o 


3' flank in ? + 367 


gtcatacaaggggagcctcc A/G egatagaagtgcagaaactt 


839 


mm ICftD 




"V fla rib ir-i <r + T77 


attcttttttcactactagg C/T tgtttcctccacatctgact 


840 


KITM IC A Q 

NUUrAo 


I u 
1 1 




aaagaaaaagcactgtgtga T/A ctgccatggccgcttctgca 


841 


» irvi 1 r_ A o 

NUUrfto 


O 1 ■flonUintr + 1140 


jattctctaatgaaaaatoa G/T acttttttttgcattttttt 


842 


IMUUrnO 


1 2 


intron 2 -(-(449-453) 


ggtcattgtgcatgatacttaa (GTAAA) aaaaaactaagctgtgtaat 


843 


NDUrAo 
& tr\t li — A o 

NDUFAo 


I c 


in+rnn 9 -4-f4tM— 4S3) 


ggtcattgtgcatgatacttaa aaaaaactaagctgtgtaat 


844 


1 o 


intron £ **• w li / / uo / 


ctcattttggaaagactctc CA) accttgctgtaccaaaaatg 


845 


NDUFA8 


1 3 


inxron a ^^/u/ /uo/ 


ctcattttggaaagactctc accttgctgtaccaaaaatg 


846 


NDUFAB I 


1 


; - J. A _i_ rj/ m 

trrtron I ■ o*»o i 


ranrr flrrrtf+flraerecctc G/A seats ctEfifiEOtSCCBtgO 


847 


NDUFAB 1 


2 


intron i + oiso 


rrarara£«i , r , attetoeaeac G/A eta sa ca a tttta fftSCCSJC 


848 


NDUFA9 


1 


5 flanking - oU/ 




849 


NDUFA9 


2 


5 flanking - /on 


a^(>iraffttAAneraaAnj)at X/C acaa^ccatteCECtacaea 


850 


NDUFA9 


3 


5* flanking - 353 


»- ^ »~ 0 r-+ jaiH- ft 11 irf- r\/f» ttr-trf-arttttcccctcei: ' 


851 
852 


NDUFA9 


4 


5* flanking - 322 


LtCCCClCgtLCVtBtCGCG w 1 t ltLH*H>Ll*Cwi»*^»&&*'^ v* 


NDUFA9 


5 


intron 1 + 447 


atxcaxacgagcacaa xgge /v «j avgdi^«iuai.Kat^i^«^v^« 


853 


NDUFA9 


6 


intron 1 + 1039 


ggcrttgatgttcagcctgag vj/m c aaga axta gga gtg lll^ g 


854 


NDUFA9 


7 


intron 1 + 4010 


aatgtatccaaaagagaojc i / oauooigcoouiLgaaBaB 


855 


NDUFA9 


8 


intron 3 + 49 


1 __| I 1 1 .j. [± / 1\ +rral Mil ao-gra<r^cra4^cro' 

gacaaatataaatxaciaag u/m xc^rvixi«i£gagL^<jb«3^& 


856 


NDUFA9 


9 


intron 3 + 1 07 


cattvCtxcccagaaxggac i aaaKRcaLCGLL.Lsvwv*iwivci 


857 


NDUFA9 


10 


intron 3 + 1 1 83 


atctctEptaatautcaTac M/ u gaT.iaLiLgi.ddLcc.on.Ld 


858 


NDUFA9 


11 


intron 3 +. 1 395 


ettcctagttctttgtc cct 0/ 1 eagttigttgRTcaccLLgL 


859 


NDUFA9 


12 


intron 3 + 2363 


agaaaatagtcatgaatggc C/T" ccaactaacactagtcttta 


860 


NDUFA9 


13 


intron 3 + 2608 


gtcatttgattacctgagta /V \j agxgtacTgLxaccxgLXLg 


861 


NDUFA9 


14 


intron 4 + 561 


attttataaattctttgatg a/ 0 cixgggggLCLxarLcaacx 


862 


NDUFA9 ! 


1 5 


L -i A J QCfl 

mtron ** + oou | 


attgtgtagagtaatgacag G/T agagcl^caacttttttaa 


863 


NDUFA9 


16 


intron 4 + 879 


gcagagCtgvCaaCTLTLXL >V 1 aaaaaataaLt.LLdgt.Lwid 


864 


NDUFA9 


17 


mtron 4 + 03J 


iiimi aaaaaaatflaHft A/H oTit+aafiafiaafta aaaait 


865 


NDUFA9 


18 


intron 4 + 1090 


axcaiigcigttxaaaagLx i/w aagi.dgLgLgct*jLLLo<ifiLci 


866 


NDUFA9 


19 


intran 4 + 1 188 


aaccaatccLLLUJiitttt A/ i xctc cc agaaa cxxrga ui 


867 


NDUFA9 


20 


intron 5+161 


EgglgtgLglgaxgLtttga l>/ i gLw.LgatxgatxgccLi.oL 


868 


NDUFA9 


21 


intron 5 + 373 


III I , , iH irr -i - f n O /T ^ c^♦^c^^r^^t^trt cr<— ^~ a^-+"< '1 1 

ctttctcaccccttgcacxE *-■/ i agxggxxxtgigcodt.i.L.».i 


869 


NDUFA9 


22 


intron 5 + 457 


gccagggaagatgoctattc A/C eacagtgcttatgctccttt 


870 


NDUFA9 


23 


intron 5 + 3113 


ga LLL.LLCXC CXXC LLC a BX U/r\ xaagL7XLc;uL»LLa«o<iL«Ka<j 

tctaaactcaaaacaggtlt G/ A tttggttettgtttaggctg 


871 
872 


NDUFA9 


24 


intran 5 + 3339 


NDUFA9 


25 


intron 6 + 414 


CaxagXXXXgCCXLLVCCdg VJ/V^ a Lei LLO L-tfldUlLgfiLLOgo 


873 
874 


NDUFA9 


26 


intron 6 + 513 


CLLXCa lllCllllC aXagC 1 / u xgeingOLWjLLiunwwi 


NDUFA9 


27 


intron 7 + 974 


ggaxuLgcgxscxvggaaa m/vj ia uiLggd idgb^K ^a B 


875 


NDUFA9 


28 


intron 8 + 368 


2C2lX3c lll LgdlggagLd J / v3 Uabaa LgLi L>LboacaGbu 


876 


ktisi if" A tk 

NDUFA9 




imron a T 


geatgeaatcagttatatag T/C ctagataagaattacaattc 


877 


k irvi ir~ A ft 

NDUFA9 
NDUFA9 


31 


intron o + 1 zoo 


tcctcttgaaattgtagata G/T gtatctacacatttctcatc 


878 


intron 8 + 11 bUo 


Mnnvntatrotfftal'td'qt (X /A ar^naaaAf+RpfpAaffaaa 

gaaaagavvsaxgLaLUduL u/ / « awwoaBBLLwgigBagoBa 


879 


NDUFA9 


32 


intron o + 1 1 you 


riar as atataHni'aaatff C/X p+aatcatEerataaEtacaa 


8S0 


NDUFA9 


33 


intron y + iyyo 


fu H M t ftaap-cci+tflaac G/A cctetroaaccctstgctca 


8B1 


NDUFA9 


04 


intron y ^ moo 


r^fiaffetactte'ffcaerffctea A/G fiftSEEasffatcacttsaffcc 


8S2 


NDUrAy 


aO 


infrnn 0 -+• 


acagcggtctgtcttcctgc A/G gttctcataggctagcttac 


883 


NDUrAy 


oc 
OO 


intron iu ~ oui 


tacactaaaetetctcttac G/A tttatacttgagaaagtgtt 


8B4 


Kim ICA Q 


0 i 


intfnr 1ft. 4- Qlfl 


tgcagactttcaggtgggta G/C gart.gagggattgctgctgcrt 


885 
886 


NUUr Ay 


JO 


;„i. nn m 4- 1 1 fin 
intron iu ~ i iou 


aaaactgagtcagaacgccc G/A tgctcagaaaacaggggcgt 


Kim ica a 


oy 


7' flanLrmer 4- 

o TianKmg ~ voi 


gtgccagcacttaggaatta T/G gaccttctaatgaagxtctt 


887 


Kim iltaq 

NDUFA9 


40 


V flanking - (1 1 29-1 1 28) 


taaacagtaggggcaagata (TC) gagtggaaacagccaagatt 


868 


5' flanking -(11 29-1 128) 


taaacagtaggggcaagata gagtggaaacagccaagatt 


889 


NDUFA9 


41 


5' flanking - 341 


tfigtttctcttctccacttt T/A cccctcgttcttgtcccccc 


890 


NDUFS1 


1 


5' flanking - 3 


testa gggggtcgtcgtggt C/G cagacagtttagcagaacag 


891 


NDUFS1 


2 


intron 1 + 445 


etettaccaatggctcacgc T/C tctg LLtgttgtccttgttt 


892 


NDUFS1 


3 


intron 1 + 470 


tttgttgtccttgtttgttt G/T gtccattgaccacgttggac 


893 
894 


NDUFS1 


4 


intron 1 + 502 


acgttggacagcattttttt A/G ttcctttaactaacgggaaa 


NDUFS1 


5 


intron 1 + 557 


xtttgaaaagttagcccagg A/ G ttgcattgcaaataacaaaa 


895 


NDUFS1 


6 


intron 1 + 5218 


tatctcagaatatctcagga A/G catttagtagacagctatgc 


896 


NDUFSl 


7 


intron 3 + 1371 


aagccctaaaatagatagtg T/G caatgggaatgaaaacaaga 


897 



ffiliE#2 005-3054255 



mm 2001-256862 



^-v: 29/ 





toi 




as 


MM 


NDUFSI 


8 


irvtron 5 + 414 


ttttgaaacgaggtctcact A/G tgttgtccaggctgggcttg 


898 


NDUFSI 


g 


mtron 10+812 


gagtgcggtggcgcgatctc G/A atctcgggtcactgcagcct 


899 


NDUPS1 


10 


irrtron 11 + 233 ! 


ggaggccaaggcaggoagat C/T gcctaagtgcaggagtttga 


900 


llUurO 1 


1 \ 


irrtron 1 1 + 283 


ggccaacatggcgaaacocc G/A tototactaaaaatacaaaa 


901 


nuuro i 


12 


intron 11 + 585 

HIU vll 11 * 1 


ctgtatgtcttaattttaaa G/T taaatttgcattttatatat 


902 


liUurO 1 


13 


_v Qn io + 1251 


gcaccactgtttaatgctag A/G attcgaaagaggttggtaat 


903 


llUUrO 1 


id 


; n f rrin 1*5 + SIS 1 } 
in iron io — o us 


attacttttagaaaacgtgt T/C ttagctgatactcaggcata 


904 




1 «? 


111 LI Ull 1 *t T L JU 


aaaaattgttatattagtta G/T accttggttcaaaaattgca 


905 


Kir\i ice 4 

NDUF5 1 


1 0 


irrtron i*i oou 




906 


NDUFSI 


1 / 


irrtron i ** ~ 


r'taaflaataraaafl at+ftfrr* O/T" PffB+F+ff'fftfffimatBtP'OCt 


907 


NDUFSI 


1 O 


intra n 14 * zdou 


If arofffffaffrrtrasatrar f^/T r , r*Ar*tx»r"<rrtPCafl r f*ctffE'fi" 


908 


k i r\i ire 1 

NDUFSI 


l y 


irrtron 14 + zooy 


ara/'uttfaal lilt tar* at" T/C ofl5*3atar"tFraffttat?fft 


909 


NDUFSI 


20 


tntron 1 o * i ou 




910 


NDUFSI 


21 


mtron lo + i/y 


mtifatgtawafll f t a'tgcr T/C crag Mil rraaacrtflpraaa 


91 1 


NDUFSI 


22 


J flanking + 


*/**<»«TfTA+«».«a.t-l , '»fr aattaa T/A aataatr fltfl ffTaaraata'ff 


912 


NDUFSI 


23 


intron 1 1 + oz^o 


r>^o4-a-f<a» 1 ato^tf»tri*»t 1 1 T/A aaratl It I ^ataptaaar 
□au Xgia LLgXC LgUgCttL 1 / adbaUllgudldgldddl 


913 


NDUFS3 


1 


b flanking — 194 




914 


k trvi i f— r> O 

NDUFS3 


2 


irrtron 1+46 


cggggtcaggogcdgcggcg T/C gcccagtgcagagagotcct 


915 


NDUFS3 


3 


irrtron 6 - 439 


aaagotgtgtoaaatgtact G/A ctttagatctggactgtgaa 


a 1 O 


NDUFS3 


4 


irrtron 6 - 280 


ggtgggtgogcagtcBgtxc gagctccigaigigggagtg 


917 


NDUFS4 


1 


c< £i i : A on 

5 flanking - 439 


aoctgaatacagocctgtcc T/ A gagggottgcaaagtgaatc 


918 


NDUFS4 


2 


* ■ -toon 

intron 1 + 1829 ! 


gaaaaaaaatottaatgcoa G/T ggaagacgttttttaaatac 


91 9 


NDUFS4 


3 


irrtron 1 + 2057 


attaatgggaaaatctaoat o/o taaaatco«i LLLLULLgLuu 




NDUFS4 


4 


irrtron l - 521 


ttcattttaactaattttat I / u tcxccGerctcgtgaatggg 




NDUFS4 


5 


irrtron 3-1 259 


ataaaattatgatattatto G/ A tectaatatagcoagccata 




NDUFS4 


6 


tntron 3 - 1174 1 


aatatatataattataggaa T/C ctcegagtagoaaccatggt 


923 


NDUFS4 


7 


mtron 4 + 10682 


oaoaatataggcacaaactt A/C ctaccaeagcactaacaagt 




NDUFS4 


8 


irrtron 4 + 1 2299 \ 


ttta ctatatagata tatgg A/ I atagactatagagtatctot 




NDUFS4 


9 


mtron 4 + 1 2560 


accaaataaggtattatgca ki/ A gctcaxcxxtvtataxaega 




NDUFS4 


10 


tntron 4 + 18S01 


ggaaagaottgctttgcoag T/C gtatccgaaacctctgttat 


927 


NDUFS4 


1 1 


hrrtron 4 + 19888 


togoacagctgagaagagca a/vj ggggcxggtcticagLaccc 


928 


NDUFS4 


12 


intron 4 + 20178 


Qgaaaagaxgagtarsaxcc vj/ m xcuiauLLaccciJucLuw 


929 


NDUFS4 


13 


mtron 4 + 2301 o 


ctBotctgtgaaagtaaggt T/ A atgttgaacoogtaoattoa 


930 


NDUFS4 


14 


mtron 4 + 2«51^4 


acTtXu i iigga gaxgga gx 1 / ^ coagcagctgggaaxgxaat 


931 


KirM i rp k 

NDUFS4 


1 0 


mtron 1* + /do 


XgXgBXgaXXXX-tXXXXvXt l/^A ggCXgtaiXdaw-lttiCawL 


932 


klfSI ICO /I 

NDUFS4 




irrtron i + i zo i 


^-H-^-H-f ->-f-^.i IIHIIII 1 X/A o-fltrrrf h rflttrtr nrtrtpa 
XXvCXTXCXCXXXTVCVCtt 1 / gBgaU On i W* LUOb IV 15a 


933 


NDUFSo 


1 


» « i . coo 
mtron 1 + ooo 


ccaaacaxagccagcacxxc 0/ 1 ggcxgtaaGxccsgggctstt 


934 


NDUFSO 


2 


mtron l 1 ouaz 


scrfo'airrrirno'affe'rarrji C/A t Cftflt+ftfifi fifft nterffffCaafi ' 


935 


NDUFS& 


3 


mtron l izyuo 


nil 1 I i»aa/'ttaaggfl> > f r»i"n C/T nir+'s*eT+<*cr«0'Pt«^M+f~ + ^t 

guucae caaaggacttiua va/ 1 aKuaKioftaftCKiK 1 -'- 1 - 1 -'^*- 


936 


Ml*\l ICO C 

NDUFSo 


4 


intron 1 1Z004 


axxxxcaxcacaooxcaaoi i/u aaggwiooooguuiioaga 


937 


NDUFSO 


c 
0 


intron i izooi 


Hrnfrararr'franrftaA C/A O+A^A^ft A^PLf.+f AAfAAtjlr 
ClCdlCavSCwICaaviua u/ n gLouia i>ag^ viaagaBie 


938 


NDUFSo 


D 


intron l l uoo l 


Mit^alaferafrata cr+creroro C/C <ycrorr"cro+'crj» or* aoiT+frtf 1 af" 

aacaaxgLggxaxagkgggg w/ u gg&w&gi&a&V'aegi&iwaL 


939 


NUUroO 


T 
/ 


inxron i >>uua 


r"r v +cTAto"r , f"r^t£r«rnl"f^r'.AP^ C/A ftaffaccttttccctttaca 


940 


fcl pit irpr 


o 

C 


in iron i 00 / i 


#-/~'ir"r"aocr4-cr+»*+Dri"aDrE»'l"a T/C flflwarnimasaAH t HPriH" 


941 


MUUroa 




• i m _ t _ -join 


odd IGGLLggClLLLajiaaL ^J/ 1 ggllfdbLgaiggiaiauiaL 


942 


INUUPoD 


in 


in iron i out/ 


aarrhrtvrptrrrrpal'l'r A/C nBmnattctcctiycctcaBrc 


943 


Mni ipor: 
liUUrou 




rrrfmn 1 — fi7?R 
iriiruii i \j / £-+j 


aptayagargggymKarc G/A trttasccaccatpptctcfi 


944 


MUUroJ 


12 


crrtrrtn 1 — fifill 

111 LIU/l 1 UUOI 


aggcgtgagccactgcgccc G/A gcctagaccttcttcttata 


945 


IN LJ r OJ 


1 3 


rn+ron 1 — fi S ^1 


cccaacagctcccaatgtaa A/G acagatctattaatattctg 


946 


NDUFS5 


14 


irrtron 1 — 6346 

II 1 Vi VI 1 1 \A^ m t\J 


gcaacagatcttgacctata T/C cccatagggtacagctgagg 


947 


NDUFS5 


15 


intron 1 ~ 6327 


atcccatagggtacagctga G/C gactttaatoagaaaaggag 


948 


NDUFS5 


16 


intron 1-6122 


tagccttgcttttactctac T/C gttcctcccaaatcacaccc 


949 


NDUFSo 


17 


tntron 1 - 2512 


acaaactcttaatgogaatt T/C tgcagatcaaagtgggctta 


950 


NDUFS5 


18 


intron 1 - 1945 


tttaatctcctttaaatttc G/A caatttcacaacctagggta 


951 


NDUFS5 


19 


intron 2 + 75 


ttttttttttxtxxxgagac G/A aagtctcactottgtoccct 


952 


NDUFS5 


20 


intron 2 + 148 


ctgtagcctctgcctcccag G/A ttcaggcgattcgcgtacct 


953 


NDUFS5 


21 


3' flanking + 150 


cagattcaagtggttctcct G/0 cctcagcctcccaagtagot 


954 


NDUFS5 


22 


intron 1 -(10682-10681) 


attataaacactaaacaaac AT/A gtgtggtctcxttagagggg 


955 


NDUFS5 


23 


intron 1 - 10272 


aggaacaagtgactaccctg A/A aaaaagaagagatgaaacaa 


956 


NDUFS5 


24 


intron 1 - 2069 


accagacagagxtcccttta C/A ttgttttcctgtgEcaaaga 


957 



tti|iE# 2005-3054255 
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^-v: 30/ 





PEL 




85 $U 




MDUFS6 


1 


intron 1 + 26 


ggccgctgggtacaggatgc A/C ccttcctccagccgceccto 


958 


NDUFS6 


2 


intron 2 + 1076 


ggatcatggtggtggagagg G/A gcttgtgtctggtgfgtttg 


959 


MDUFS6 


3 


intron 2 + 1260 


cagttgtcgagtaagtggtg T/C atagggtaagtgctctttct 


960 


NDUFS6 


4 


intron 2 + 1413 


ceaaggagctcatggcattg C/T gaatgggacatttcttccgt 


961 


NDUFS6 


5 


intron 2 + 1568 


tggagaaggggaggtttctc T/C tagtgtggatgcggtatggt 


962 


NDUFS6 


6 

7 


intron 2 + 1692 


gaccgtggtgacggaggttt C/T ctgggcatcgatgggtggtt 


963 


NDUFS6 


intron 2 + 6488 


tagottaaataattattggc A/G ttcatgttcagaatgcctga 


964 


NDUFS6 ! 


8 


intron 2 + 6563 


tttaaacttttattttaaat G/A tccatgaatggggtcggtat 


965 


NDUFS6 ! 
NDUFS6 


9 

10 ~ 


intron 2 + 6740 


aaagatttaaacctacatat C/T tttatgcccaatcatttgat 


966 


intron 2 + 6832 


ecKaffCEactcattttaoag A/T ggttggacacttcactgtgt 


967 


NDUFS6 


11 


intron 2 + 7054 


ttcactgccggagcttggcc G/A tgtgaacccggagccgggct 


968 


NDUFS6 


12 


intron 2 + 7186 | 


ggtcagggtcacccttgagc T/C gcgcacactaaatgacggga 


969 


NDUFS6 


13 


intron 2 * 7225 


gafigffcatcccgcgtcagtc G/A ccagtgtcgaggcgtcagca 


970 


NDUFS6 


14 

15 


intron 2 + 7810 


cttccactctggggcgggga C/T gctgtagaaggagcacaaag 


971 


MDUFS6 

Ji^/VI WW 


intron 2+11 080 


gtaactgttcagtgctttct C/T ctttggatttcatgtaaato 


972 


NDUFS6 


16 


intron 2+11 657 


gggacagaacgatgtggtgg G/A gagaagagggcgtggcagag 


973 
974 


NDUFS6 


17 


intron 3 + 20B 


cgaaaaccccctttcaactg T/C gaagtggtgggcggcatgtt 


NDUFS6 


18 


intron 3 + 1031 


ctagagtgggactgggcacc C/T ggcatgtc ccctcctgggct 


975 


NDUFS6 


19 


3' flanking + 270 


gcttcagagagccaaggtgg G/C tcttgaggtgcatagtgaag 


976 


NDUFS8 


1 


5* untranslated — 45 


agtgtagcctccgcctcccg A/C ttgactggcctgcttggcaa 


977 


NDUFS8 


2 


intron 1 + 163 


aggtgcagcggggagccggc T/C ctcagggcgcatgcgccgcc . 


978 


NDUFS8 


3 


intron 3 * 123 


tctctgagcctgtttccact T/C ttaaaatgattatggtgatg 


979 


NDUFS8 


4 


intron 6 - 505 


aggcaaggcaggccgggcac G/A gtggcteacgcttgtaatcc 


980 


NDUFS8 


5 


3* flanking + 491 


ggooctgagctggcctgcgt C/A cagccacatcctctttcctg 


981 


NDUFS8 


6 


3* flanking + 693 


ttcacttcatttgcagtgag G/A aaaccagctccgagaggtga 


982 


NDUFS8 


7 


3' flanking + 1267 


ttttoccBgaogtaaccgcc G/A tcagagcgtggcatggagcG 


983 


NDUFS8 


8 


3* flanking + 1362 


cgctgggttctttcccttac C/T gtggtctcccaggcacttac 


984 


NDUFS8 


9 


3' flanking + 1449 


tgtcagaacaggcctatggc G/A cccaaccacaagtcccccaa 


985 


NDUFS8 


10 


3* flanking + 1572 


cagccccacaggcctgtgct C/A gctgtgtggggcttagggat 


986 


MDUFS8 


11 


3* flanking +(783-734) 


cagagaccttgacccccccc (C) atctaccatcatttccaaaa 


987 


NDUFS8 


11 


3* flanking +(783-784) 


cagagaccttgacccccccc atctaccatcatttccaaaa 


988 


NDUFB3 


1 


5' flanking - 1439 


ttaaaagttgacttttttct G/A ccgggcacggtggctcacgc 


989 


NDUFB3 


2 


5' flanking - 1436 


aaagttgacttttttctgoc G/A ggcacggtggctcacgcctg 


990 


NDUFB5 
NDUFB5 


1 


5' flanking - 21 3 


ggcggatgaaactctcctac A/C aagaagggccaaaccggccg 


991 


2 


intron 1 + 6288 


ggggatgttgattacctagg T/C cagtaaagtaaagaaggcat 


992 


NDUFB5 


3 


intron 1 - 1581 


cttctjsBgccactgtatcct A/G tttctttcccttgttaccct 
coctc-ttagaocgtatatag T/G totagcataggatctgcaca 


993 
994 


NDUF35 


4 


intron 1 - 1487 


NDUF35 


5 


intron 2 + 556 


ttgtct gga cc a tc tgc c a c G/A gtagataaagctctgaatca 


995 


NDUF35 


6 


intron 3 + 467 


ggcgccatcgcactccagcc C/T gggcaacagagtgagactct 


996 


NDUFB5 


7 


intron 3 + 497 


agtgagactctgtccccccc C/G caaaaaaaaactataatcct 


997 


NDUFB5 
NDUFB5 


8 


exon 5 + 397 


atgatagtcctgaaaagata T/C atgaaagaacaatggccgtc 


998 


! 9 


intrion 1 +(231-216) 


attagcatttctaaaacgtt GTT/A attcaccatccoaattaatg 


999 


NDUFB7 


1 


Intron 1 + 68 


cctgaacacctggcacccca G/A ggctggcaccccagggctgg 


1000 


NDUFB7 


2 


intron 2 + 266 


gggetctetaggggcctgtt T/C gatggggacagggcaggtgg 


1001 


ABCA1 


1 


5' flanking - 278 


gggcccgggcgggggaaggg G/C acgcagaccgcggaccctaa 


1002 


ABCA1 


2 


5* flanking - 99 


acataaacagaggccgggaa G/C ggggcggggaggagggagag 


1003 


ABCA1 


3 


intron 1+159 


gcggtgttaaatggggagao G/T atgtcctagtacgagctctg 


1004 


ABCA1 


! 4 


intron 1 + 506 


gaattggctatatgctcccc G/C ggactggagcggcacagtcc 


1005 


ABCA1 


5 


intron 1 + 5897 


gtacaaaaccctttagcttt T/G gcaaacctcctttaagaccc 


1006 


ABCA1 


! 6 


intron 1 + 5929 


ttaacacccgatttaaatgc C/T tccctcctcatgaagctctt 


1007 


ABCA1 

abcaY 


7 
8 


intron 1 + 5962 
intron 1 + 5985 


aagctcttctggatccactc T/C ttcccatcactaagttgaaa 


1008 


cccatcectaagttgaaagt A/C agate cccttctctttactt 


1009 


ABCA1 


9 


intron 1 + 11416 


ttacagtgccctttatagga G/A agaaagaagaaattgtgtct 


1010 


ABCA1 


t 10 


intron 1 + 11935 


tctctgtggagcaaatagag G/A gctgtctgacacttggttcc 


ion 


ABCA1 


11 


intron 1 + 12281 


goatgtttgatttgtgaaaa T/A cttaataacagtagtttttt 


1012 


ABCA1 


12 


intron 1 + 12924 


gtgctgacaatcttatactc T/C aggttgaacctccggggaag 


1013 
1014 


ABCA1 


13 


intron 1 + 13002 


gagcctcaatcacagattct C/G tctagctcacatgaagttaa 


ABCA1 


14 


intron 1 + 17715 


ggagcatgactttgtggaag C/T ctctcctcttccacccagag 


1015 


ABCA1 


15 


intron 1 + 17848 


gagggctgactgtcaccctt T/C gataggagcccagcactaaa 


1016 


ABCA1 


16 


intron 1 +21384 


gtgggtgggaggaattggag G/C aggaagcttgcctaagtgtg 


1017 
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ABCAl 


1 / 
1 B 


in iron l + £.z.i*+u 


fffaffrtfrtflaatca^nma C/G t^atteetirerafirafircaffG'tt 


1018 


ABCAl 


mtron 1 + Zouco 


S&Q sS oao °m IK« Ode u CU \a/ n "BB fl & w Bb65BB v BB L a l P 


1019 


ABCAl 


19 


mtron 1 + Zolol 


agTgxgcaxaxgxgcxgacc ks/ r\ i&tt&agi,iigiiv.gi<~ggiL 


1020 
1 021 


A9CA1 
ABCAl 


20 


intron 2 + 156 


ggacacaggaccgxgxggxG 1 / 0 ggHiaLggcatgte&uxuaL ? 


21 


intron 2 + 384 


i.,i...Ljii iiL iliiIiij,uI|-i A / ri +rr<y^ /^*t"r*i-f"a crarr.ra't" r* 


1 022 


ABCAl 


22 


mtron 2 + 1 081 


agtgcagccaaaattgcaaa G/ A tcataccafctcaaattaata 


1 023 
1 024 


ABCAl 


23 


mtron 2 + 2801 


— , — — , ^- _ _ — — X— 41 - A/n ri M p-r-+ o-a-fr err— f^a gaff ut 

aagaaaagrgaiiiattxca m/ 0 grigcigaxgGTxagaxxgt 


ABCAl 


24 


intron 2 + 2830 


tgcttaga ttgtt □gagtig o/\a aaagaxccggcxxgca lcii 


1 025 


ABCAl 


25 


mtron 2 + 2856 


tctggcttgcatctcgtaca m/ij cxgacagaaciggggcTGag 


1026 


ABCAl 


26 


intron 2 + 3187 


tgatagcxgttgcctgcagc A/G tacggecgttcattgcgcag 


1 027 


ABCAl 


27 


intron 2 + 3190 


tagctgttgcctgcagcata C/T ggacgttcattgcgcagttc 


1 flOft 
1 U^O 


ABCAl 


23 


intron 2 + 3194 


tgttgcctgcagcatacgga C/T gttcattgcgcagttcctgt 


J Ut3 


ABCAl 


29 


intron 2 + 3204 


ogcatacggacgtbcattgc G/A cagttcctgtctcctgagat 


1 UoU 


ABCAl 


30 


intron 2 + 3401 


acataaagcctgtgtgctgc T/C gccaggaagactagaaacgc 


1 uo 1 


ABCAl 


31 


intron 2 + 1 3927 


gtcaccacatacctggcact A/G tgctaaggctgggaatgcag 


1 


ABCA! 


32 


intron 3 ♦ 4163 


ccagcccacttcatcttacc G/A tagttacctccttagagtat 


1033 


ABCA1 


33 


intron 3 + 4262 


tgtcaaagaggaactaagga T/C gccagggactttctgcttag 


1034 


ABCAl 


34 


intron 3 + 4306 


ccctctcatcacttctcoaa C/T gctggtatcatgaaccccat 


1 035 


ABCA1 


35 


intron 5 + 240 


gacagaagaaaagtccccag G/A gaagaatactacagacttgg j 


1 036 


ABCA1 


35 


intron 5 + 490 


gatgggoatttgaecttgtt G/A tctttaaaaagtgaaatctt 


1037 


ABCAl 


37 


mtron 5 + 583 


tatctggggagtgggcattt T/G ctgactgaggcattggctgc 


1038 


ABCAl 


38 


intron 5 + 1051 


ggctacaaaactgtgctttc C/T ttgggcagtaaaagaggcaa 


1039 


ABCAl 


39 


intron 5 + 3051 


tagagaacaagtctaattct G/A ttttccttgaaatagtcgaa ; 


1040 


ABCAl 


40 


intron 5 + 3127 


aaetccatsattttttaggc A/G aaatggcctcctttcctctt 


1041 


ABCAl 


41 


intron 5 + 5924 


ctttctttcacaaaattgcc C/T cccagagctttctggaaggg 


1042 


ABCAl 


42 


intron 5 + 6831 


ccagtccctcagccttgcca T/C tgcttatgctggtctggaaa 


1043 


ABCAl 


43 


mtron 5 + 12678 


gctcaccgctctgctcaccc G/C accctctggccatctcctct 


1044 


ABCAl 


44 


intron 5 + 14214 


cagcttggtcccagaggcct G/A gacctgggtcccagaggtcc 


1045 


ABCAl 


45 


Intron 5 + 14257 


gctggttccccggcttggtc C/T cagaggcctggatgtgtggc 


1046 


ABCAl 
ABCAl 


46 
47 


intron 5 + 18078 


cctaccacaccatgcacgtg C/T acagccaagggttgttgact 


1047 


intron 5 + 18795 


ctgggctottcotgcacotg G/A ccagctaaaaggaaatctcc 


1 048 


ABCAl 


43 
49 


Intron 5 + 1 8948 


gcattggtggtactaagaac G/A catattccctatcctatagg 


1049 


ABCAl 


intron 5 + 19053 


ctcccccaooatxaaaagtg T/C aagggatgcttattcaaatg 


1050 


ABCAl 


50 


intron 5 + 19148 


ggcccaagaaactgcatttt C/A gcatgctccctaaatgaagc 


1051 


ABCAl 


51 


intron 5 + 19229 


atgctaacagtgtagagtca C/T axgtgatgggaagcatcagg 


1052 


ABCAl 


52 


intron 5 + 19405 


cttgctcaatttattctgtc T/C atataactcaatattactga 


1 Uoj 
1054 


ABCA1 


53 


intron 5 + 19534 


catgtgaccctcttagctcc G/A cggattaactcctgtcctca 


ABCA1 


54 


exon 6 + 474 


gaaaccttctctgggttcct G/A tatcacaacctctctctccc 


1055 


ABCA1 


55 


intron 6 + 210 


gcaacctggcgtcatgggcc A/C gctggttaaaataaaattga 


1056 


ABCAl 


56 


intron 6 + 334 


acagttctgaggcaataacc G/A tggttaagggttattgatct 


1057 


ABCAl 


57 


intron 6 * 2288 


cttctttcaaagcttgtggt C/T cactggaccacgtatgaagt 


1 uoo 


ABCAl 


58 


intron 6 + 2322 


atgaagtagaatagtttogg T/C ccagaaaggoaattaagtaa 


1059 


ABCAl 


59 


intron 6 + 2820 


gtgctttgatacattctgag T/G ttcagtaaagagacctgatg 


1 UoU 
1 UO 1 


ABCAl 


60 


exon 7 + 656 


tgagctttgtggcctaccaa G/A ggagaaactggctgC8gcag 


ABCAl 


61 


intron 7 + 416 


catcataaagatgacattgt G/A ggctgtcacagttggaaggo 


I UO -t 

1 063 


ABCAl 


62 


intron 7 + 471 


agaccacactatttagctta C/T ttagtaataacattgcaaag 


ABCA1 


63 


intron 7 + 504 


ttgcaaagaaaaattccgac G/ A aagttttttcagcctaggaa 


1064 


ABCA1 


64 


intron 7 + 679 


gctctggtga aattcctctc G/C ctaccccaaacatcatcatt 


1065 


ABCAl 


65 


intron 7 + 1740 


acaaatgctcacccttccag w 1 xggaatgaxigaaexTxtgg 


1066 


ABCAl 


66 


intron 7 + 21 22 


tgattaaggtggctactacc A/G ggtgctttctgcatatctcg 


1067 


ABCAl 

ADO A 1 


67 

CO 

oo 


intron 7 + 7753 


taggaattccaagctgtgaa tctxtactgaagcicmgg 


1068 


infrnn 1 4- HQ 71 


at ggaa atttatttatatt g A/T ctacaeattcccaatattat 


1069 


ABCAl 


69 


intron 7 + 8976 


gaaatttgtttatattgact A/G cagattgccaatattattag 


1070 


ABCAl 


70 


intron 7 + 11327 


ctaacaatcttatttccatt G/C agtccttataaaagaagtgg 


1071 


ABCAl 


71 


intron 7 + 11738 


ctgacgtttaagggagaccg C/T gtaggtccctttgaggactg 


1072 


ABCA1 


72 


intron 7 + 12295 


agtctgtaaattattgttct T/A ttttttctttagottatgct 


1073 


ABCA1 


73 


intron 8 + 387 


taEcaaEcccaatcatttta C/G caacacacatgcttgctaao 


1074 


ABCAl 


74 


intron 8 + 697 


ggaactgtctggtgtccccc A/T gcataggaagctgagccagg 


1075 


ABCA1 


75 


intron 8 + 1312 


attgctctgcagatcccctc G/A cagccctctgtcccttgttc 


1076 


ABCAl 


76 


intron 8 + 3036 


ctttatgtgggaagaaattt T/G tttttttgattgggge gtgg 


1077 
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ABCA1 


77 


intron 8 + 31 76 


aaatggcctggttototgtc C/A cctttctgtctgtatgcctc 


in~7Q 


ABCA1 


78 


intron 8 + 3364 


ggcagaaggcaaagcttagg A/T cctagagagtgctggaccac 


t\J fij 


ABCA1 


79 


intron 8 + 3373 


caaagcttaggacctagaga G/A tgctggaccacgccactcac 


i Aon 
I UoU 


ABCAl 


8D 


intron 8 + 3561 


cagggatttattaatgattt C/A ttgtgaaatgtttggaaata 


1 no 1 
lUol 


ABCAl 


81 


intron 8 + 3654 


agtgocggaatacatttgco T/C gtaogacagaacgctgcctg 


1082 


ABCA1 


82 


intron 8 + 4715 


ggcagaggggtctcagaatc C/T gcatttccaacaatgtctcc 


1083 


ABCA1 


83 


cxon 9 + 936 


cgtattgtctgcgggcatcc C/T gagggaggggggctgaagat 


1084 


ABCA1 


84 


intron 9 + 2309 


cccctcaagagtcaglttaa A/G tgttggtcatgttagttgtc 


1085 


ABCAl 


85 


intron 9 + 2392 


atgggagggcttgtgettca T/C gaaaacatttttccagatca 


1086 


ABCA1 


86 


intron 10 + 228 


tggggatggggaggactggc A/G cagggctgctgtgatggggt 


1087 


ABCAl 


87 


intron 10 + 319 


ttctgcggtccctggctccc C/T acctgactccaggtgaacaa 


1068 


ABCA1 


88 


Intron 11 + 377 


gaaagaagtetggeagcaaa A/C gcatgatgttacatgtagac 


1089 


ABCAl 


89 


intron 1 1 + 521 


agtgctctagagacaattgg G/A ttoaaatgtggagoaggctg 


1090 


ABCA1 


90 


intron 1 1 + 2850 


ctctatacaatcattatgct G/C ccattgaaataataaataca 


1091 


ABCA1 


91 


intron 1 1 + 2976 


ctccaattcggtagaaccag A/G gcttcatcttctctgtcgaa 


1092 


ABCA1 


92 


intron 11 + 3056 


gtttgcagctgctgtttttc C/T ggcagcacatctgtgcaggc 


1093 


ABCA1 


93 


intron 12 + 340 


ggcattatttgtgaaactta T/C ctaaaatcgaattcgggtcc 


1094 


ABCA1 


94 


intron 12 + 381 


aattaaatttttgaaatttt A/G tattaaaaattatattagta 


1095 


ABCAl 


95 


intron 14 + 1728 


caggcteagaggccttggcc C/T atcaocctggctcacgtgtg 


1096 


ABCAl 


96 


exon 15 + 2040 


atgggcctggacaacagcat C/A ctctggttta gctggttcat 


1097 


ABCAl 


97 


intron 15 + 13B2 


cttUagacagaaaagttac G/A tgggatattatctcccacag 


1098 


ABCA1 


98 


intron 15 + 1453 


tatataaggagaaaccagtt G/A aaattacctattgaagaaac 


1099 


ABCA1 


99 


intron 15 + 1567 


ttctgcgtagttttgggtaa G/A tcacttatcttctttaggat 


1100 


ABCA1 


100 


intron 15 + 1617 


cagttgcctcatcagaaaga T/A gaacagcattacgcctctgc 


1101 


ABCAl 


101 


intron 16 + 95 


egttgagaecegaegatget T/A gtcttttooaatgggacatg 


1102 


ABCA1 


102 


intron 16 + 452 


tggtgttttgcttgagtaat G/A ttttctgaactaagcacaac 


1103 


ABCAl 


103 


intron 16 + 657 


ctgttgcctcagtctgggct T/C cataggcatcagcagcccca 


1104 


ABCAl 


104 


exon 17 + 2473 


gcttcaatctcaccacttcg G/A tctccatgatgctgtttgac 


1105 


ABCAl 


105 


exon 18 + 2649 


ggttccaaccagaagsgaat A/G tcagaaagtaagtgctgttg 


1106 


ABCAl 


106 


intron 18 ♦ 1730 


tgaaagttcaagcgcagtgc C/G ctgtgtccttecactccact 


1107 


ABCA1 


107 


intron 19 + 426 


aggaccttacagtgggtagt A/G tcaggaggggtcaggggctg 


1108 


ABCAl 


108 


intron 19 + 46B 


aaagcaocagcgttagccto A/G gtggcttccagoacgattcc 


1109 


ABCAl 


109 


intron 20 + 876 


ccctcctcatctaaagtgaa C/T acatggggctcatgtgcagg 


1110 


ABCAl 


110 


intron 22 + 118 


catgggatactcttctgtta T/G cacagaagagataaagggca 


1111 


ABCAl 


111 


intron 22 + 560 


aaagctttgccattctaggg G/A tcatagccatBcagggtgaa 


1112 


ABCA1 


112 


intron 23 + 102 


accccttttgccatgttgaa A/G ccaccatctccctgctctgt 


1113 


ABCAl 


113 


intron 23 + 287 


gtcaeagaaaagagacttgt C/T asgaggtaegagccttggct 


1114 


ABCA1 


114 


intron 23 + 1063 


acctttcaccctcaggaagc G/A aggctgttcacacggcacac 


1115 


ABCAl 


115 


intron 25 + 321 


ctctttacttaagtacagtg T/G gaggaacagoggcatcagga 


1116 


ABCA1 


116 


intron 25 + 376 


gttagaaattcagcaacttg G/C gcccagctcagacctactga 


1117 


ABCA1 


117 


intron 25 + 478 


catacataggaaatgacaaa C/T gtttatggatggatagtcta 


11(8 


ABCA1 


118 


intron 25 + 579 


tcatttaattctcaaaaaaa G/T atgaaaaaatgaacactcag 


1119 


ABCA1 


119 


intron 27 + 153 


aatggtaaaagccacttgtt C/T tttgcagcatcgtgcatgtg 


1120 


ABCA1 


120 


intron 28 + 1058 


actatcatgggagataatga C/T tatggttgtccatgattgga 


1121 


ABCAl 


121 


intron 28 + 1317 


casfiaccca^tRttctgagt C/T accctgaatgtgagcactat 


1122 


ABCA1 


122 


intron 30 + 372 


tatatgatttttaggttttg T/C ttatcagcttcttcgctttt 


1123 


ABCAl 
ABCA1 


123 
124 


intron 30 + 506 

intron 30 + 1033 


ccttttaaaaagtaagcagt A/G gataaataaattcagtgaag 
ctggatttcatggtgccttt G/C attttccacatgaaggttgt 


1124 
1125 


ABCAl 


125 


exon 31 + 4281 


tcttccctttgcagagacac G/A ccctgccaggcaggggagga 


1 126 


ABCAl 


126 


intron 33 + 626 


ggctccttgttactgatttc C/T gtcttttctctctgcctttt 


1 127 


ABCAl 


127 


intron 33 + 719 


taatagccctcatgctagaa G/A ggagccggagcctgtgtata 


1 1 28 


ABCA1 


128 


intron 33 + 7Zb 


cctcatgctagaagggagoo G/ A gagcctgtgtataaggccag 


1 1 29 


ABCA1 


129 


intron 33 + 889 


ctUcctcaatgtctcagct A/G tctaactgtgtgtgtaatca 


1130 


ABCAl 


! 130 


intron 33 + 1097 


ctgtgcacccoactgtctgg G/C ttttaatgtcaggctgttct 


1131 


ABCA1 


131 


exon 35 + 4760 


tatgacaggactggacacca G/A aaataatgtcaaggtaaacc 


1132 


ABCAl 


132 


intron 35 + 234 


aaoctatctaaacotcagtt T/C ootcatctgtgaaatggaga 


1133 


ABCA1 


133 


intron 37 + 411 


aactctgtacattttatcag C/T agcttatccatccattgcaa 


1134 


ABCA1 


134 


intron 37 + 1224 


caggoataggtgattoagag A/G tgaaaggtcaagtccctgaa 


1135 


ABCAl 


135 


intron 37 + 1720 


aaattaaaattactctgact G/T ggaatccatcgttcagtaag 


1136 


ABCAl 


136 


intron 40 + 251 


tgaaggtaaggaaaatagtg T/G tatttgcttggatocactgg 


"1137 
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intron 4U * £0£ 


trnfl CTO+ft Rorrrfl a QQ+a «-fc+ T/f^ ft'++ho^-1+*TO' , J»+Y*'f Stf~^CrtXf 
f^BKKL«HBftaHElaLHgX.gX I / \J a lll^V bvva 1/ LggL 


1 1 38 


ADO A 1 


1 'SO. 


i ntron^u ^ ois 




1 1 39 


ABCA1 


1 33 


intron 40 + 957 


CLtgLia ClCTlllll c cu. u/o tcatgggtgatagccaLLLg 


t 1 4U 


ABA A1 


1 ACi 
1 4U 


intron 41 + 1 4o 




1 141 


ABCA1 


1 A-t 

t 41 


intron 4/ + ^oSJ 


carxggiiLta Large tea c j\/kj TXiatgigrLdgLidLiaaa 


1 143 


ABCA1 


1 A O 


intron «iz + ozi 


aacaaaxggrcgatttxgag i /m xrtgagvtucrftdgiccdaaa 


ABCAI 


1 4»» 


intron 4Z + ozz 


aiaaatggiLgaiixigagL i/o iga^^i i»c awagic c aaa a a 


1 144 
1 1 *tH 


ABCA1 
ABCA1 


1 A A 

1 44 
145 


intron 4* + ooo 


agatgaaaaattatgtagat G/A ataat^satgataeggttet 


1 14=i 
1 1 *t>) 


intron 42 + o4b 


tgtagatgataatgaatgat A/G cg^ttctaaaaagacoggtt 


1 1 *r0 


ABCA1 


1 46 


intron 4o + /J9 


tacagccacacttaaaatgg T/A cccattetgeaatacatatt 


1147 


ABCA1 


147 


intron 44 + 1 8 


taggtgagaaaagaagtggc T/C tgtattttgetgeaaagact 


1 1 A Q 


ABCA1 


148 


intron 44 + 264 


acaatataatttgcttgttt 1 /u ttaagagtataatttagtga 


1149 


ABCA1 


149 


intron 44 + 279 


tgttttttaagagtata att T/C agtgatttttggtaaattga 


I 150 


ABCA1 


150 


intron 44 + 508 


tttacattgctacataaaat C/T cccctatgtacatgtaccta 


1151 


ABCA1 


151 


intron 44 + 1477 


gatctcctctcctgtctctt A/T ratttttgeagtagcaatgt 


1152 


ABCA1 


152 


intron 44 + 1665 


tggttgtaagaactgatttg G/A ttggtatagctgtgagggcc 


1 153 


ABCA1 


153 


intron 44 + 1 956 


gtgttgctcacactcaaaat T/G tctgggccttctcatttggt 


1154 


ABCA1 


154 


intron 45 + 68 


aatatataccttatggcttt T/C ccacacgcattgacttcagg 


1155 
~1 156 


ABCA1 


155 


intron 46 + 608 


ttatactgacttcaatagag G/C tttcagacaaaaagttgttt 


ABCA1 


156 


intron 47 + 336 


ttcacaattgtaaacaccac T/C acactgaacagcatcatccc 


J 157 
1158 


ABCA1 


157 


intron 49 + 55 


agggtgtggattcctgcccc G/C acactcccgcccataggtcc 


ABCAI 


158 


3' UTRCexon 50>7949 


aacaaaaatgtgggtgtctc C/T aggcacgggaaacttggttc 


1159 


ABCA1 


159 


3' UTR(exon 50>8226 


aggagcccactgtaacaata C/T tgggcagccttttttttttt 


1160 


ABCA1 


160 


3' UTRCexon 50)+8882 


aacrttcttccactttttcca G/A aatttgaatattaacgctaa 


1161 


ABCA1 


161 


3* UTRCexon 50)+8697 


ttccagaatttgaatattaa C/T gctaaaggtgtaagacttca 


1162 
1 163 
1 164^ 
1 165 


ABCA1 


162 


3' UTRCexon 50)+9097 


aactattttgaagaaaacac A/G acattttaatacagattgaa 


ABCAI 


163 


5* flanking -(1033-1032) 


tgacttaaatatttagacat (AT) ggtgtgtaggcctgcattcc 


ABCAt 


163 


5* flanking -(1033-1032) 


tgacttaaatatttagacat ggtgtgtaggcctgcattcc 


ABCAf 


164 


intron 5 + 6368 


ttctgatggggttgttgctg C/A tgagaatcatgactgggtgg 


1 166 


ABCA1 


165 


intron 5 + 9709 


cattttctgtctgaaccccc T/A cacccattcaggcagctgct 


1 167 


ABCAI 


166 


Intron 5 + 13816 


tccctacttctccttttttt T/A catttgcctcctccacccac 


1 168 


ABCAI ! 


167 


Intron 10 +(270-271) 


cttttcagggaggagccaaa (G) cgctcattgtctgtgcttct 


1 169 


ABCAI 


167 


intron 10 +(270-271) 


cttttcagggaggagccaaa cgctcattgtctgtgcttct 


1 170 


ABCAI 


168 


intron 20 +(611-612) 


tttagcccatcctctccccc (C) gccaccctccttattgaggc 


1 171 


ABCAI 


168 


intron 20 +(61 1-612) 


tttagcccatcctctccccc gccaccctccttattgaggo 


1 172 


ABCAI 


169 


intron 32 +(391-392) 


gagtgccttgggtactctct (T) gatgggggactcoatgataa 


1 173 


ABCAI 


169 


intron 32 +(391-392) 


gagtgccttgggtactctct gatgggggactcoatgataa 


1 174 


ABCAI 


170 


intron 37 + 847 


gctgtatattgtgaatgtcc C/A gttttcaaaagoaaagccaa 


1 175 


COMT 


1 


5'flanktng - 1 287 


cgtatgatattccccattct G/A agtocagaatacctagaaat 


1 176 


COMT 


2 
3 


5*flanking - 1217 


tgtgagtatgggaaggggaa G/A ctttt ctgtctgttgtccc c 


11 77 


COMT 


^flanking - 503 


caggggctccaggaggacga G/A tgtgtatcctcccattgcto 


1 1 78 


COMT 


4 


5'flanktng - 425 


gagaagttgggaagtctggc C/T agtggggccggtgcctggtg 


1179 


COMT 


5 


Shanking - 277 


cccagccccagtttocccac C/T tgggaagggggctacttgtg 


1 1 80 


COMT 


6 


intronl + 12058 


ctggcccatggaagggaggg G/A agggggccccgacggggcca 


1 1 81 


COMT 


7 


intron 1 + 12070 


agggaggggagggggccccg A/G cggggccacagtaaaggagt 


1 1 82 


COMT 


8 


intronl + 18831 


tgtgtatgttcttggtaaac C/T agcccttggtcttacacatc 


1 1 DO 


COMT 


9 


intron2 + B32 


cctctcctttggccacccgt G/C actacccccaactccgggcc 


1 1 OA 

1 1 84 


COMT 


10 


intron3 + 90 


ggagaagctgttatcacccc A/G tttccagggggctgggaacc 


1 1 ttO 


COMT 


1 1 


introno + 425 


c coca aggtgggcggttcgg T/G gattcagagagggcagctct 


1 1 ftfi 
1 1 QO 


COMT 




intron j + p/l 


ggctcctgctctttgggaga G/A gtggggggccgtgcctgggg 


1 1 B.7 
1 IO/ 

i 1 DO 
1 1 Ov 




1 1 


introno + u/u 


cxgCLCtcigggagaggugg «/ i gggccgxgvciggggatcua 


COMT 


14 


intronS + 75 


tcagcctcagcctctccasa G/O agccaggcattccagtagag 


1 189 


COMT 


15 


intron5 + 31 0 


accagacaccagggcagaaa C/T ggcacaggaccaaggagatg 


1190 


COMT 


16 


intronS + 346 


agatggggtggggaagggcc G/A ctctgggcccagcctgctct 


1191 


COMT 


17 
1 


intron 5 + 3023 


aaggcagccgccotgctcaa G/A gcctaggccottgtcctcct 


1192 


HNMT 


5'flanking - 21 1 


cagaggcagatgacagtctt C/T cgtteaegatttcactgctg 


1193 


HNMT 


2 


intronl + 5409 


aatataactgatataattgg A/G acatttcatgttggcctagt 


1194 


HNMT 


3 


intron2 + 2561 


cacttgtgcttggacaagaa A/G agaaggectacaagaaaaag 


1195 


HNMT 


4 


intron2 + 2895 


caatcagaaatgtaagaaaa A/C ctccaagaaaaatttaagtt 


1196 


HNMT 


5 


intron2 + 3977 


accaaacttggaagtgtaaa G/A ttatgcatgtatgttcatgt 


1197 
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3D T?l1 


nJNM l 


0 


* .1 O 1 COGC 

intron z + ozyo 


ttaacatagtgagtttggag T/C cccaggattttattttcctt 


1 198 


lifvjM 1 


7 


tntronZ + loo ] / 


caaccctcatgaattcttag C/T tgggatgggtccctataaca 


1199 


rlNM 1 


0 
0 


intronz + I4oo* 


gtagatgagcaaatgagttc A/ A ggagagatttaaatacccta 


1200 


IIIIIIT 

HNM 1 


rt 

y 


intronZ + 1 5406 


gtctatgcattcatgcatcc G/A tctaaccagctgtctaccta 


1201 


UlkflJT 
HIVM 1 


1 n 


intronZ *■ Zo94o 


atgtgacttaaacttcaggt A/G tatca state ccttgaatgt 


1202 


HNMT 


1 1 


•' i -i x ifi 

intron 4 + 4s 


cagaaagaagacttttcaga A/G tatatatataatgaatatct 


1203 


HNMT 


12 


• ■ M , /i r, in i fillip 

mtron4 + (1 942-1 943; 


tttgagaaaaatttaaggta (A) tcttctatggcccacttcca 


1204 


HNMT 


1 2 


intron4 + (1942-1943; 


tttgagaaaaatttaaggta tcttctatggcccacttcca 


1205 


HNMT 


1 3 


intron4 * 2405 


ccctgtgaccaagcagataa C/A ctcatgctttatttagtcca 


1206 


HNMT 


14 


intron5 + (80-81) 


cctgtgtttgaaagaagctt (TT) atatattttgtcttcattat 


1207 


HNMT 


14 


intronS + (80-8 1 ) 


cctgtgtttgaaagaagctt atatottttgtcttcattat 


12G8 


HNMT 


15 


intronS + 235 


ctttcttttgggaaaatatg T/C ctttgtcttctatatatgaa 


1209 


HNMT 


16 


intron5 + (702-703) 


tacttacaggttgattttag (AT) acacagcagactctgtcttc 


1210 


HNMT 


16 


intronS + (702-703) 


tacttacaggttgattttag acacagcagactctgtcttc 


1211 


HNMT 


17 


rntron5 + 749 


ttacaccagaccccatactt T/G aacaccatatgtcacaaaat 


1212 


HNMT 


18 


IntronS 1101 


gtaggcagcctattcttgat T/G atattcatcaetcatacaga 


1213 


HNMT 


19 


intronS + 1137 


acagaaaaagtattgtagac G/A gaaataacaattcattgoga 


1214 


HNMT 


20 


intronS + 1 348 


aagggagcatgaatagtcca C/G aagtaactgagaactgatta 


1215 


HNMT 


21 


intron5 + 1673 


caaaagaaagggagtaaaga C/G tcaacaatcagttagctttt 


1216 


HNMT 


! 22 


intron5 + 2022 


attttatttggggctttcta C/T gtctctototcctaagccta 


1217 


HNMT 


1 23 


intronS + 2285 


tgtcatacttaactcttaaa G/C atccagagtsaatgatggag 


1218 


HNMT 


24 


intron5+4159 


taccagttgacccagcaacc C/T tcttatagagtagtttaaat 


1219 


HNMT 


25 


intronS +• 4501 


aatgatocacaaaattacta C/G tcattgttttctttcaatga 


1220 


HNMT 


26 


intron5 + 5251 


cacacacacacacacacaca C/G caaatggaagcagccagaca 


1221 


HNMT 


27 


intron5 + 5802 


gaaaaagaaaatctggctta C/T atcatgttgaaaacaaaagt 


1222 


HNMT 


28 


intronS + 6189 


tccaattccaccttctccta G/C agcatatcctgcagttacct 


1223 


HNMT 


29 


intronS + 6297 


gtcttggttcatctcttgag T/A taaattagatctgggaactt 


1224 


HNMT 


30 


3*flanking + 458 


tatgtcactctcaagaactc C/T tataagaccaagagtcotct 


1225 


HNMT 


31 


3*flanking + 993 


ctgaaaatgaacactgaacc G/A ttaatcatactgatatgtac 


1226 


HNMT 


32 


3flanking+ 1793 


gtggagcacagcettttagg G/A ettgatatttgettattata 


1227 


GAMT 


3 


intron5 +1411 


ggtgacctggtgccatoccc G/A accaggagacgcaggtgccc 


1228 


PNMT 


2 


intronl + 35 


ctgaggcacgagggacaaga G/T gtcgtcggggagtgaaagca 


1229 


CYP1A1 


1 


intron 1 + 1590 


ccactcttcaaaaggaggta C/T atgtgacagcagctggaaat 


1230 


CYP1A1 


2 


exon2+1 60 


gaatccaccagggccatggg G/A ctggcctctgattgggcaca [ 


1231 


CYP1A2 


1 


5*flanking-731 


gcctgggctaggtgtagggg T/G cctgagttccgggotttgct 


1232 


CYP1A2 


2 


intron 1+371 


cttccctgtgttcacactaa C/T cttttccttctttgaaattg 


1233 


CYP1A2 


3 


intron3+44 


atagccaggagaagccttga G/A acccaggttgtttgttcagt 


1234 


CYP1A2 


4 


intron5+81 


tccctgctaggaactgttta T/C ataatgaaaggaggggacct 


1235 


CYP1A2 


5 


exon6+181 


ctggccatcctgctacagca A/T ctggagttcagcgtgccgoc 


1236 


CYP1 A2 


6 


Bxon6+295 


cggctgcgcttctccatcaa C/T tgaagaagacaccaccattc 


1237 


CYP1B1 


1 


S'fianking-3669 


tgtatcctgtgaagcatcac G/A gttatccttctctgcacatg 


1238 


CYP1B1 


2 


5'flanking-3149 


tgacagoacttaccaaccta G/C ttcctctgatttttgagtca 


1239 


CYP1B1 


3 


Fflanking-1222 


gggggaagccacccoogccc G/A agcgcctccggcttccctta 


1240 


CYP1B1 


4 


5*flanking-376 


ttccgggaagcaagctcaag T/C cgcggagagggaagggaggt 


1241 


CYP1B1 


5 


5*flanking-265 


ctggggacaccgtgcggcct C/T gattggaggtggctgtgatg 


1242 


CYP1B1 


6 


intronl +129 


tgcccgcagcgttgtcccca G/A attgcaggaaccgttacgcg 


1243 


CYPi B 1 


7 


intronl +379 


tgagtgtcacgccttctcct C/T tctgtccccagcatgggcac 


1244 


CYP1B1 


6 


exon3+{799-800) 


agcttctgggagattttttt (T) gagtcaaagacttaeagggc 


1245 


CYPlBl 


8 


exon3K799-8Q0) 


agcttctfiggagattttttt gagtcaaagacttaaagggc 


1246 




9 


©xon3+1 284 


agtatagtggggttccatga G/T ttatcatgaattttaaagta 


1247 


r*voi di 

L>TKI Dl 


1 u 


3*flankin£+2226 


LUctttUctttttfctttt T/ A aa aatttattcctatttcct 


1248 


CYPlBl 




3'flankinff-K'?? > ?S-7227^ 


lli_lvlllClllllu-h.il v I / Bob a Lira tTCCCa llTCCT 


i£4y 


CYP1B1 


11 


3'flanking+(2226-2227) 


ttctttttcttttttttttt aaaatttattcctatttcct 


1250 


CYPlBl 


12 


3'flanking+2230 


tttttctttttttttttaaa A/ A tttattcctatttccttaca 


1251 


PEMT 


90 


ntronl + (297-299) 


attgtgtgagactcagaggt TGT/ A ccgtgttagtctttgggatt 


1252 


PEMT 


91 


ntronl +■ 817 


tcatgaagcctgtaaggcac A/G tctctgccccaagcagcttc 


1253 


PEMT 


92 


ntronl + 830 


aaggcacatctetgccccaa G/A cagcttctaatccagttctt 


1254 


PEMT 


93 


intronl + 1035 


gagttctctgaaggagctaB T/C accagttagtgttttgaaga 


1255 


PEMT 


94 


mtronl + 1573 


agtgggcaggggagaoteac C/T gggtgtgtgaggggtgggct 


1256 


PEMT 


95 


ntronl + 1759 j 


gatttttcttaaagaaagaa A/G gaaagaaacatocaaoatec 


1257 
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PEMT 


96 


intronl + 2-768 


gcatcttgctgtccacaggc G/ A ggggeacctccaggattcag 


1 COQ 
1 c99 


PEMT 


97 


intronl + 2785 


ggccggggcacctccaggat T/C cagaagatgactccagtagg 


PEMT 


98 


intnon2 + 4598 


ccgtgggttttttttttttt I / n cttcatttctttggtcgctg 


1 zou 


NAT2 


21 


exon2 + 288 


atgttaggagggtattttta C/T atccctccagttaacaaata 


12G1 


NAT2 


22 


5'flenk - 2053 


ctggattgcaacattttaat I /O ccaggtgtcaggtttccaac 


MC.OC 


NAT 2 


23 


5'flank - 1299 


gaatcaccagtgcgggaggt A/G taacagtgaacccaagacac 


1263 


NAT2 


24 
25 


5'flank - 1 145 


ctgtagaacacaaggatatt C/T ggaggcagtttgtacatgcc 


1 £o4 


NAT2 


5'flank - 1036 


ccttcccacagagtcccgag T/ A tcatgtggcagcatgccaga 


l too 


NAT 2 


26 


5'flank - 94 


aaagatttgctaagagattc G/A cagaggcaacctgaggccct 




NAT2 


27 


5'flank - 643 


atgtttatattttatattaa T/C attaatgtaaataaaaattt 


1267 


AADA 


1 


5MJTR + 29 


attaaagtacactattcagg C/T atatcatgtaggtttacttt 


1268 


AADA 


2 


intronl +138 


gctgtggcctttgacaatgt G/A ttacttagaaatgttgtttg 


1269 
1270 


AADA 


3 


intronl +142 


tggcctttgaeaatgtgtta C/T ttagaaatgttgtttgtttt 


AADA 


4 


intronl +1033 


ttccagcagagacaccaaca A/G gtaaaaacaccccagctaca 


1271 


AADA 


5 


intronl + 1253 


tttttttccctcatatttgc T/C gtctgtgctacaatatgtga 


1272 


AADA 


6 


intronl +1366 


ctctggtagccttttaotto A/G ttaattcattcatttactta 


1273 


AADA 


7 


intronl +1369 


tggtagccttttaattaatt A/C attcattcatttacttacat 


1274 


AADA 


8 


intronl +2501 


ggttacagaaagaatggtgg C/A ttggccaaaaaartgatatgg 


1275 


AADA 


9 


intron2+1971 


aaatgagagttaagtaggag A/C attttctttta tttttgtgc 


1276 


AADA 


10 


intron2+1988 


gagaattttcttttattttt A/G tgcaggagaaatataaacaa 


1277 


AADA 


11 


intron2+2341 


aggtgccttttctattgtcc C/T atgcagacttaggtgatcct 


1278 


AADA 


12 


intron2+2546 


gtctgacacagaaggatcaa T/A ggcaaaatgtgcaagacaaa 


1279 


AADA 


13 


intron2+2609 


taggaggttcactgRgaaao T/C tgaattccactgagtcatga 


1280 


AADA 


14 


intron2+2663 


tataaatacagtgttaaatt T/C gtctctcgtattttaaggta _ 


1281 


AADA 


15 


intron4 + 605 


tgtgtcegtaaeatattsta T/C taagtaggtgaatgagatc8 


1282 


AADA 


16 


intron4 + 621 


tatattaagtaggtgaatga G/T atcatgtaattgtgagacta 


1283 


AADA 


17 


intron4 + 679 


ttagagattcagacgaattc A/G tetaatcttcgatggtgtat 


1284 


AADA 


18 


intron4+1 680 


gttaaaatgtggataaatac C/T acaatttgcaaaatatttgg 


1285 


AADA 


19 


intron4+1748 


atttagaagttctatacatc T/C tttatagtatattacacact 


1286 


AADA 


20 


intror*4+1771 


tatagtatattacacacttc G/A aaaacacaaaattatttttt 


1287 


AADA 


21 


exon5 + 238 


caagtcatctcttcaaattt A/G ttaattggagttccctgctc 


1 288 
1289 


AADA 


22 


3'UTR + 121 


ttagaaattggtctttctta A/G oatggtctagttaagttcca 


NTE 


1 


5'flankrng - 535 


cacgatctgtcctccgattc C/T tgttaactctagactttctg 


1290 


NTE 


2 ! 


5'flankfng - 15 


gtaaatccccggcaaaaacc A/G gcagcgccttgcaagcccec 


1291 


NTE 


3 


5'ftanktng - 748 


agcatggcgcggggaggagg G/T gtggga gggtc gggaggga c 


1292 


NTE 


4 


5'ftanking - 690 


tgaataatttaaaggggccg T/C gcctgcggagccgggcggaa 


1293 


NTE 


5 


intron6 + 605 


tcttgccatatacttagtgg A/G ggggtctacatc aggggttt 


1294 


NTE 
NTE 


6 


intron6 + 748 


agcctccagcctctcttctc C/T gggggttatctcaggcatct 


1295 


7 


intron6 + 987 


ggtgctggctctgggatccc C/T gtgcgtcatgtagtctacct 


1296 


NTE 


8 


intron6 + 1882 


tggcotcaagcaatcctccc G/A cctcggcctcccaaagtgct 


1297 


NTE 


9 


intron6 + 2222 


gaatgtttatgtagBacaga G/A agactgtatctgcggtcttc 


1298 


NTE 


10 


intronl 2 + 166 


tatctggtaccgaggaagct C/G tggcctcgtccccaagggcc 


1299 


NTE 


11 


intronl 3 + 69 


atccaggtccaccgcctgcc C/T gtcttgattgttttaatctg 


1300 


NTE 


12 


intronl 4 + 8 


agcccccgctcgggtaaggc C/T tgggaccctgcccgRtggtg 


1 301 


NTE 


13 


intronl 6 - 113 


gccaccgcgccctgcgcctt T/C atatttttcttaacccttcc 


1302 


NTE 


14 


intron21 + 34 


agagccggccggcccagagc A/G tgctgggagatgtagtccgg 


1303 


NTE 


15 


intron21 + 128 


gaagaaatcgtgcccctgag G/A gtttcaaaccctaagtagga 


1 304 


NTE 


16 


intron21 +151 


ttcaaaccctaagtaggacc C/G aggtgcagagcattctgggg 


4 one; 
1 JUO 

1 one 


NTE 


17 


intron21 +651 


ocactgtactccagccggga C/T gacagagctagaocctgttt 


NTE 


18 


intron21 +737 


tggaaaatagtctgtggatt G/T ttgtttaggactctgggcac 


1307 


NTE 


19 


intron21 + 1752 


acagctggtctaggctgtta G/C tggagaaactgggaagcaac 


1 one 


In 1 b 


on 


\ -f-/. fi 0 1 + 1*7 OR 
1 FltTO YVC. 1 T l/OD 


araa trr-2k?if»i\freibt*Vtt^t\?iSM\ A/A ftlTCtttlct-tl LcttPfTO 


1309 


NTE 


21 


intron21 + 1907 


cactgcaacctctgcctccc A/G ggttcaagtgattctcctgc 


1310 


NTE 


22 


intron21 + 2065 


ctgcctcgttttatgttcag G/T tcccccattagacagaggaa 


1311 


NTE 


23 


intron21 + 2336 


agtctgggagcacaggagca G/A gaatttcagataaggaggaa 


1312 


NTE 


24 


intron23 + 41 


tggggaggglggtgggtggg G/C ctggagcctcaaattctttc 


1313 


NTE 


25 


intron23 + 71 


caaattctttcagacctgfig T/C tcaegttctcggcttccaac 


1314 


NTE 


26 


intron23 + 81 


cagacctgagttcaagttct C/T ggcttccaaccacggagcct 


•1315 


NTE 


27 


intron24 + 1 50 


gtggggcggctggtgacctc A/C gccgtccgtattccgcagct 


1316 


NTE 


28 


intron29 + 37 


gcctgcagcaaccgctgacg T/C cacgtggggttggggggatg 


1317 
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Na 






is#j 


NTE 


29 


intron29 + 370 


cgtcccaggtcagcgagccc G/A tagggccggctgggcctccg 


1318 


NTE 


30 


intron30 + 56 


acctcccgcaccaoacecac G/A cacacgcgtgggcacacaca 


1319 


NTE 


| 31 


intron30 + 358 


aaaaatacaaaaaattaacc A/G ggctggtggggtgtgcctgt 


1320 


NTE 


32 


intron30 + 372 


ttaaccaggctggtggggtg T/C gcctgtaatcccagctactc 


1321 


NTE 


33 


intron30 + 430 


aaatcacttgaacctgggag G/T tggaggttgcagtgagctga 


1322 


NTE 


34 


intron30 + 655 


gtgtgcacaccagctatata T/C gcaaatgctttctctcaggg 


1323 


NTE 


35 


intron30 + 659 


gcacaccagctatatatgca A/C atgctttctctcaggggcag 


1324 


NTE 


36 


intron30 + 760 


tgaaatagggcatttgccaa C/T gcatgccagtctgtcccgtt 


1325 


NTE 


37 


intron30 + 835 


gcacacacgtagataggatg T/C ggcacctctgaccgagttaa 


1325 


NTE 


38 


intron31 + 40 


tggtgcctgcataggtggtc T/C ggctaogctttgctacttaa 


1327 


NTE 


39 


intron31 + 41 


ggtgcctgcataggtggtct G/A gctaagctttgctacttaaa 


1328 


NTE 


40 


intron31 + 1329 


gtctgtcaagggca^gacag G/A ggatgtgtaggcgagtgtgc 


1329 


NTE 


41 


intron35 + 31 


aatggcttcotgtcgtttto G/A gactggggacccaccttctg 


1330 


DDOST 


8 


intron2 + 1299 


atcttctgatgactgggctt C/T ggtgcagtaaotggtgtttg 


1331 


DDOST 


9 


intron2 + 1581 


gatactgttggtgggagaaa T/C gacagagagtgtaaaacagt 


1332 


DDOST 


10 


intron2 + 2822 


gtttctcaacaegtgcattc T/G tgacgtttcagactggataa 


1333 


DDOST 


11 


intron2 * 3392 


cageagffogtggaggcctgc C/T gcgcctccctctgttgctgc 


1334 


DDOST 


12 


intron5 + 495 


attgottgaacccaggaggc G/A gaggttgcagtgagccaagg 


1335 


DDOST 


13 


intronB + 226 


ggaactgcttgggtcacagc C/T tcgttttgttcccagtatcc 


1336 


DDOST 


14 


intron8 + 303 


aagagaaataggtcattagg A/T tgaatttgttaggcaagaga 


1337 


DDOST 


15 


3'flanking + 40 


cacegcgtggagacggggca G/A ggaggggggttattaggatt 


1338 


MRP2 


1 


exon 1 + 77 


catattaatagaagagtctt C/T gttccagacgcagtccagga 


1339 


MRP2 


2 


intron2+192 


atcaaagtggctttgatttt T/G gcataagaatggtgactctt 


1340 


MRP2 


3 


irrtron 1+413 


gataagttctagaactggca A/C ctaatgatatggactagaag 


1341 


MRP2 


4 


intron2+3639 


gtcatatcccaccccoaaat C/A gacccaataggtacaatgaa 


1342 


MRP2 


5 


intron2+3989 


agttatgaaaccgatttttc C/T gggactggttgttctagtct 


1343 


MRP2 


6 


intron2+4078 


aggtttccagatgtgttccc T/C aggcattcctggtggtagga 


1344 


MRP2 


7 


intron2+41 71 


cttattctttggtcagttgg C/T tttctaccacctcttagctt 


1345 


MRP2 


8 


intron 2 + 5373 


gttaaggatatgtgaactca A/G aatttttatacacagtgcaa 


1346 


MRP2 


9 


rntron2+4436 


ggactagtggaagaattaga C/G ctttcctgaataaatagatc 


1347 


MRP2 


10 


intron 2 + 3930 


aaaactggcaggagaatttc A/G ctggagctgcatgcaggact 


1348 


MRP2 


11 


'intron 2 + 4257 


gggtattggaaagttcttgc G/A gctgctggaggctgcggtgt 


1349 


MRP2 


12 


irrtron 3 + 772 


ggtataaggcaagatttttt A/T aaaaaattaattgcttaatc 


1350 


MRP2 


13 


intron 7 + 1 658 


ggactcttaccagcttagtt G/T cctggttttctaatctaaaa 


1351 


MRP 2 


14 


exon 10 + 40 


tggccaggaaggagtacacc G/A ttggagaaacagtgaacctg 


1352 


MRP2 


15 


intron 11 + 1672 


aactttttaagtcttaagac T/A ggaaggcctgtgtcctaggc 


1353 


MRP2 


16 


intron 12+ 148 


ccctctcaccgccccatgcc A/G cttttcctcctttgtaccat 


1354 


MRP2 


17 


intron 2 + 1 020 


agtgctgcgattacaagcct G/C agccacctgcacagcctctg 


1355 


MRP2 


18 


irrtron 2 + 5227 


taccataatttatgtgtcct A/G tatgacatgaatttcattgg ! 


1355 


MRP2 


19 


intron 2 + 5373 


gttaagga tatgtgaa etc a A/G aatttttatacacagtgcaa 


1357 


MRP2 


20 


intron 2 + 5538 


ttaatgaggttaagcacatg G/T tcatatgtttaaaagccttt 


1358 


MRP2 


21 


intron 13 + 180 


catgagttttctgagcccca G/C tttatctaactataaaatga 


1359 


MRP2 


22 


intron 13 + 1 497 


gtgcagggtccccctgatgc T/C atagccagttcctctttaga 


1360 


MRP2 


23 


intron 15 + 169 


atgagctgaaagcaaaggtt T/C tcagccccttcccctgptaa 


1361 


MRP2 


24 


intron 15 + 949 


ttccaggtgacacatttagt A/G cetaatttgggaaatf*ttaa 


1362 


MRP 2 


25 


intron 15 + 984 


tgtta ate tagtcca arte cc A/C ttagtasgaaaggaggggtc 


1363 


MRP2 


26 


intron 1 6 + 4059 


catcctgatgcacagttatt C/T aaetttaagctccatttgtt 


1364 


MRP2 


27 


intron 19+ 10899 


atgtatggagtotttatgge G/A taaagtattccatgctgtat 


1365 


MRP2 


28 


exon 22 + 51 


coagcaateggattgttttc G/A atattcttcatcatccttgc 


1366 


MRP2 


29 


rntron23+56 


tatactgaggatctttctga C/T agggaggaattattatgtcc 


1367 


MRP2 


30 


intron 23 + 734 


tgagccaactactgtactag G/A cactggggcactcaatgaat j 


1368 


Mf^2 


31 


intron 23 + 801 


atgggccagacccaactcac T/G gattttttagtgtatctgag 


1369 


MRP2 


32 


intron 27 + 124 


gggtccctaaagtttccttt C/G ctctaactcaaaggacctaa 


1370 


MRP2 


33 


exon 28 + 52 


cagattggcccagcaaaggc A/C agatccagtttaacaactac 


1371 


MRP2 


34 


exon 28 + 84 


aacaactaccaagtgcggta C/T cgacctgagctggatctg*rt 


1372 


MRP2 


35 


exon 28 + 129 


agagggatcacttgtgacat C/T ggtagcatggagaaggtagg 


1373 


MRP2 


36 


intron 29 + 154 


ttccctaggatggacacgtc A/G tttocagaoctttgaaatgt 


1374 


MRP2 


37 


intron 30 + 91 


gtgttaggtgatgcotggca T/C agaattttcatccaggtctg 


1375 


MRP2 


38 | 


intron 31 + 170 


gccaaaattttocatcacgc A/G aatgaaaacgaacaaggtta 


1376 


MRP2 


39 


intron 26 + 154 


ctggctccatcttttaccca T/C ggacgtattccttactcttc 


1377 
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mm 


MRP2 


40 


3-flanking + 739 


gtgaatttttattataagct C/T gttctccttaaaactttatc 


1378 


MRP2 


41 


intron 3+1145 


acatccttctcccctcagtc C/T tcggttagtggcagtattct 


1379 


MRP 2 


42 


intron23+432 


tggcagtagagcagggtgag G/A aggattattctgcagaggaa 


1380 


ABCB1 


1 


5'flanking-l 96 


gctttggagccatagtcatg T/C actcaaaatttattttatct 


1381 


ABCB1 


2 


5'flanking-l 9 


tactctttacctgtgaagag T/C agaacatgaagaaatctact 


1382 


ABCB1 


I 3 


intronl +71 660 


cttgctggaggaagggtgct A/C gaaaatataccaaatccaag 


1383 


ABCB1 


4 


intronl +80091 


gaaataatattcaagttctg A/C aataatatcatgacctatag 


1384 


ABCB1 


5 


intron 1+103126 


gatatgaatcageattcatc T/C gtgtctcaagaaaaggtcat 


1385 


ABCB1 


6 


intron 1+1 031 48 


tgtctcaagaaaaggtcatg C/T gataaattaagttctgctag 


1386 


ABCB1 


7 


intronl +108428 


aattaatttatcatcatctg A/G tcaccatttcacacaactca 


1387 


ABCB1 


8 


intronl +11 2042 


cataagttgaaatgtcccca A/G tgattcsgctgatgcgcgtt 


1388 


ABCB1 


9 


intron2+491 


gctctctggcttcgacgggg G/A actagaggttagtctcacct 


1389 


ABCB1 


10 


intron4+36 


arttaactattcaaaatactt C/T ggaaatttgacatctcctta 


1390 


ABCB1 


11 


intron5+1596 


ttagctctcttactgcttca T/C agtggaagaatcaaataott 


1391 


ABCB1 


12 


iritron8+1789 


aaacactctgaatattaaac C/T gctcctggaaccaoagctoa 


1392 


ABCB1 


13 


intron 14+24 


agttgtccttgccctttgcc T/C ttctagaggtgcaaaaaata 


1393 


ABCB1 


14 


intron 14+81 


tgcaggaagttaggaaacta C/T tataaatcggaageagggaa 


1394 


ABCB1 


15 


intronl 5+38 


caaaccaacctgatttataa A/G oataagaacattctactact 


1395 


ABCB1 


16 


intronl 7+73 


gtttggtgggctagggctoc A/G gtaggagtgggaacaagaga 


1396 


ABCBt 


17 


intron 18+56 4 


caacagtaaagttacaatct G/A aaaggaatgctctctgttta 


1397 


ABCB1 


18 


intron 18+2062 


tttccctgaggaatggttat C/T ctctgtgttccttgagtcea 


1398 


ABCB1 


19 


intronl 8+2293 


ccacatcaggttttccccag A/G caccttgggacagtttgaaa 


1399 


ABCB1 


| 20 


intron20+557 


aaaaccctaaccattgacac G/A tgtgaatgttttcctgggga 


1400 


ABCB1 


21 


intron21+24 


cgtgcctc ctttctactggt G/A tttgtctteattggccattt 


1401 


ABCB1 


22 


intron2 1+2725 


ctgacctgtttttggctgac A/G ggttttegttcctcccctca 


1402 


ABCB1 


23 


intron2 1+4725 


tcttggtattaaaagatcca A/G agagataggaatatgtaatt 


1403 


ABCB1 


24 


intron22+B507 


tgcacttaggaaaaoaacaa T/C atggaaatgtgtaaaatata 


1404 


ABCB1 


25 


intron22+8537 


tgtaaa atata cUUttlL T/A aaaaaaaaggacacatttat 


1405 


ABCB1 


26 


intron22+8565 


aggscacatttattcagcat T/C atgatcagactattacattt 


1406 


ABCB1 


27 


intron22+8952 


caccttggtttcatggtttg G/A caaagtactggcctgtacca | 


1407 


ABCB1 


28 


intron22+9520 


caccaacaaatatctttttc A/G cagttgggtgggcatctggt 


1408 


ABCB1 


29 


intron22+9836 


agactctgacttagacatga C/T ggcaggggaaagagagactt 


1409 


ABCB1 


30 


intron24+377 


taaaatacagatgtgttgta C/A taagttctgcaagcDtttgg 


1410 


ABCB1 


31 


intron24+1493 


ggggeggtgtccaKficacga A/ A catggagagctggacttgat 


1411 


ABCB1 


32 


intron24+1495 


ggaggtgtccaggcacgaac A/T tggagagctggacttgatac 


1412 


ABCBt 


33 


intron25+342 


tgcagccttgatcttctggg C/T tcaagcgatcctcctgcctc 


1413 


ABCB1 


34 


intron 26+ 134 


cttggataaagtctgagagc C/G taaatatggtctccaagtgg 


1414 


ABCB1 


35 


intron26+l 272 


gtccttcaattttgtggtga A/G ottaaaaacaggactctaaa 


1415 


ABCB1 


36 


intron26+1 394 


tattaaKtggtgtgttaaag A/G ttgtgctataatgaattgta 


1416 


ABCBt 


37 


intron26+<1 987-1888) 


aagggctggaagagtgaaag (AAAG) gaggctatttgctcccagac 


1417 


ABCB1 1 


37 


intron26+(l 987-1 988) 


aagggctggaagagtgaaag gaggctatttgctcccagac 


1418 


ABCB1 1 


38 


intron 27+5 9 


gcagcctctctggcctatag G/T ttgatttataaggggctggt 


1419 


ABCB1 


39 


intron 27+80 


ttgatttataaggggctggt T/C tcccagaagtgaagagaaat 


1420 


ABCB3 


1 


intron3+8 


tctcctttggcaggtaggtg G/A tgggcagctgggtccatttg 


1421 


ABCB3 


2 


intron4+104 


cttcacccgtatgccaggac C/T tggggatgcttttctcttgt 


1422 


ABCB3 


3 


intronl 0+21 9 


gcagcagtggtgctccctcc A/G tgggcagccccgtcaggtcc 


1423 


ABCB3 


4 


intronl 1+(31 7-31 9) 


atggtgcccaggtggatgtg GTG/ A tccatctcattcctgtcttt 


1424 


ABCB3 


5 


exon12+l9 


agctgcaggactggaattcc T/C gtggggatogcacagtgctg 


1425 


ABCB3 


6 


exon12+<356-357) 


aggtggggtggggtggggtg G G/TGGTGG G GTG G A ggctg 
tctgtgtccaggaaa 


1426 


ABCB7 


1 


intronl +220 


acggggcaggoggttctggg C/A agaggacacctggagcgctg 


1427 


ABCBT 


2 ! 


intronl +480 


agttaactcccttgctgaca G/A gcgtgcttcttgataggcca 


1428 


ABCB7 


3 


intronl +(51 2-51 3) 


gataggccaaaaccgtaact AT/ A ctttccaaaacatagaccgc 


1429 


ABCB7 


4 


intronl +1690 


agttctccaataaggcagat G/A aagttaagataaaatttgta 


1430 


ABCB7 


5 


intron 1+5309 


aattaatatcatttattgct G/A tattgrtgtcagtgttatct 


1431 


ABCB7 


6 


intron 1-1 1274 


tgcttcttttcaagccagcc A/G gctttaaaaaaaagttagct 


1432 


ABCB7 


7 


intronl -11 085 


caggttttcagggctcatgt A/G gacctgaagaaaaatgagag 


1433 


ABCB7 


8 


intronl -10037 


attctactttctcaacttct T/C ttattacattatctcatcat 


1434 


ABCB7 


9 


intronl -21 


ccactctgaaacttccccct G/A c LllLl I Lc ottgtca gc a g 


1435 


ABCB7 


10 


intrcn3+<135-136) 


ttctotaatgaoaaaaaaaa (A) catattaattgaccatagtt 


1435 



tf}|iE#2 005-3054255 



mm 2001-2 5 6862 



^-v: 38/ 





Na 




SB 


mm 


ABCB7 


10 


intron3+<135-136) 


ttctctaatgaaaaaaaaaa catattaattgaccatagtt 


1437 


ABCB7 


11 


intron3+333 


aaaacaatttgtgtgtgtgc G/A tgtgcttcaaggttaatgtt 


1438 


ABCB7 


! 12 


intron 12+524 


taaccactctgccctcagta C/T gaaacacagtgccgaaccca 


1439 


ABCB7 


13 


intronl 3+1 543 


atcctgtgaggtggggaagc G/A tatggctagcataaatataa 


1440 


ABCB7 


14 


intronl 3+2400 


tgttaccttactgcctoatt C/G tcattcttcccacctgctat 


1441 


ABCB7 


15 


intronl 5+2201 


ctccttcctaaccttagcaa G/C agtctggagatttacttatc 


1442 


ABCB8 


1 


5'flanking-2272 


ggcttaggcctaagggctga T/C gttggggccagtacccctga 


1443 


ABCB8 


2 
3 


5'flanking-2070 


agctatgaaaacaagaccct G/A tccttctagaggtagcaaaa 


1444 


ABCB8 


intronl +25 


aaacggaaaaacctactcag A/C gcgggccattgaccgcccgg 


1445 


ABCB8 


4 


exon2+308 


tgctggtcctgggggtagcc G/A tcgtggtgaggctttcccoa 


1446 


ABCBB 


5 


intron2+334 


cccccacttaaaacatttgt C/G coctctgtctccccattcca 


1447 


ABCB8 


6 


intron4+12 


cctgctccggtactgccagc C/T gcagggtgcagagttggggt 


1448 


ABCBB 


7 


intron5+547 


agttcatagcattctcgctc G/A gccccctcaggcctgctgct 


1449 


ABCBB 


8 


exon 7+57 


ggcaatgtgcggactgtgog A/T gccttcgocatggagcaacg 


1450 


ABCB8 


9 


intrond+1231 


tttccgcagctgcatggaca C/T cctcgcgtgccccgtttctg 


1451 


ABCB8 


10 


intren9+2164 


cctcttggaggtccttctag C/T gctgcctatgtggagattct 


1452 


ABCB8 


11 


intran9+2545 


ttcctgcctggtgcctcccc C/A ggctgcctttagcaagtgct 


1453 


ABCB8 


12 


intron9+2646 


tcctgcctggtgcctccccc G/A gctgcctttagcaagtgctg 


1454 


ABCB8 


13 


intron9+3229 


Gagggccgagcagggagtcc G/A tgggtcagctgggctccctt 


1455 


ABCB8 


14 


intron 12+( 11 3-1 14) 


tcctccactgccacaagggg (GG) ccttctttcctgggacaatc 


1456 


ABCB8 


14 


intron12+(113-114) 


tcctccactgccacaagggg ccttctttcctgggacaatc 


1457 


ABCB8 


15 


intronl 3+1 28 


tgctctcgggagaccctggc C/T gtcttcacatgtcctcagct 


1458 


ABCB8 


16 


intronl 3+305 


etccaggtctagagaagcct A/G tagtggaggtgctgagctgc 


1459 


ABCS8 


17 


intronl 4+1 35 


acagttgtgtcagggaagac C/ G agaaccacagccaaagggga 


1460 


ABCB8 


18 


intronl 4+1 59 


aecacagccaaaggggacag A/T gtogttgtgtggggacaggg 


1461 


ABCB8 


19 


intronl 5+747 


gttggagccttgggctctgt A/G agggggacagagggaatcat 


1462 


ABCB8 


20 


3fianking+333 \ 


cctatcccctggctcacccc G/A ggacccacagtccccatctt 


1463 


ABCB8 


21 


3'flanking+1168 


ccctctttcaggggtgtgat G/A cagtgcattgatggagcagc 


1464 


ABCB8 


22 


3'flanking+<1 719-1721) 


tagaccgcaggagccgcgcc GTC/ A ttcctaacctcgccteggcc 


1465 


ABCB9 


1 


intronl + 69 


agggtgccaggccaggcacg G/C gttggggggcgtctgggcac 


1466 


ABCB9 


2 


intronl +8873 


tgggcccagcacgtggggcc T/C ggaactacctcaaaggcttc 


1457 


ABCB9 


3 


intronl +8940 


accagctcagcctgcccagc G/A tgcacacggcaccaagctgg 


1468 


ABCB9 | 


4 


intronl +11410 


agatccaagggatccagagg T/C tggaatgtgeccctccgtgc 


1469 


ABCB9 


5 


intron 1+1 2863 


gggaagccagatgcccacea G/A gctctgtgacttcacttcca 


1470 
1471 


ABCB9 


6 


intronl +19 731 


gccaagtgtcaagatcgagc G/A aggggagggcctgacgaggg 


ABCB9 


7 


intronl +29649 


cagaatccagatgcccgtaa T/C gttgttaagaagoctgcaca 


1472 


ABCB9 


8 


intron 1+3 1793 


ggccaggcggggaggggtac C/T ggccagaccggtgggcaaaa 


1473 


ABCB9 


9 


intronl +37537 


agagtcacagggttggggtg C/A ccccgggaaggtggcatcta 


1474 


ABCB9 


10 


intron 1+38293 


taccagccctgtgctttcag G/A gaccatgtgacctgtcaact 


1475 


ABCB9 


11 


intronl +44661 


cccgaggtgcctggcttcac A/G gcaggattgccgtcctgcag 


1476 


ABCB9 


12 i 


intronl+49576 


aaagtggccccgtggcttgt C/T ccctgaagccctaaagcacc 


1477 


ABCB9 


13 


intronl +54669 


ccacagacaagccgggtagc C/A cacctcgcagctcaacacac 


1478 


A5CB9 


14 i 


exon2+448 


cctggttttgggccctgttc G/A tgtggacgtacatttcactc 


1479 


ABCB9 


15 ! 


intron7+3364 


ggtaccaggagtcgggtato A/G gtgggacaggeacgcgtgtc 


1480 


ABCB9 


16 


intronl 1+1 13 


gggccccaggagctctccca G/T actatcagcctcctgggctg 


1481 


ABCB9 


17 


exon 12+370 


cccaggcctgcagcactgaa A/G gacgacctgccatgtcccat 


1482 


ABCB10 


1 


5'flanking-424 


tcgcgtctgcgcgctccgcc C/T ggtctgccggcgtgagaaag 


1483 


ABCB10 


2 


exon 1+491 


acaaggggGggttgcgcccc G/T cagcggccggactcccggag 


1484 


ABCBtO 


3 


intron 1+3 7 


ccacttccctccgccgggcc T/G ctccttctccacacgcgggg 


1485 


ABGB10 


4 


intronl+217 


actcgtttgcagattttaca C/T ttgttttcttgttgacaoac 


1486 


ABCB10 


5 


intron 1+405 


gcgtttatactttttttttt T/ A aaccaaaaacacattatttg 


1487 


ABCBlO 


6 


exon3+1 85 


agggccggggcccaggcttc C/T gtaggcatcagtatgatggt 


1488 


ABCB10 


7 


intron 6+1 269 


caaattcacaactgtgcctt C/G cacagaatgggttggaaaac 


1489 


ABCBtO 


8 


intron 9+632 


scccactccacttgggtgag G/A gcaggtggatggtgatgggt 1 


1490 


ABCBtO 


9 


'ntron 10+2373 


tacctcagggcactcagaca G/C cctcaccaatcagaggctca 


1491 


ABCBlO 


10 


ntran11+108 


:ccttttcctgttttttgtt T/G ttttttttttcttggagtgg 


1492 


ABCBlO 


11 


ntron 11+2379 


sattggtttttagtgtattc T/A gtgttgtgcatccatcatca 


1493 


ABCB11 


1 


5'flanl<ing-(2596-2595) 


tgtggtttagagctttctct (TT) gagscatttttgctaaggtt 


1494 


ABCB11 


1 


5'flanking-(2596-2595> 


tgtggtttagagctttctct gagacatttttgctaaggtt 


1495 


ABCB11 


2 


5'flanking-1746 { 


agctgaagtgaattaagcec G/A atcaactcagtactcacact 


1496 
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ABCB1 t 


3 


5*flanking-(326-3 1 4) 


agggggaaagtttBaaggta (T)9-12 gtcttgttatgtttttaagt 


1497 


ABCB1 1 


4 


S'flanking-135 


agagggtttcccaagcacac T/C ctgtgtttggggttattgct 


1498 


ABCB11 


5 
6 


intron 1+511 


aaatatagatgcaaaaaaaa A/ A tgagctgtggatgcatgttt 


1499 


ABCB11 


intron 1+581 


asrtttcagtttttaggtcac C/T caagecagtgggagtcacat 


1500 


ABCB11 


7 


intron1+<1938-195l) 


aaagacgttttaagggcttt (A)10-!3 gaaagaaaagaaaactgtag 


1501 


ABCB11 


8 


intron 1+451 7 


ggtttcccaacatctcatct G/A ataaaaaaaataatttgcca 


1502 


ABCB11 


9 


intron 1+5651 


aaagagaataggttagtgga T/ C tagtattcctgtgcttaatg 


1503 


ABCB11 


10 


intron K 12200-1 2201) 


aagagetggtctctagcccc CT/A gtttgatttggggcacttac 


1504 


ABCB11 


11 


intronl +13023 


gtttggctactttgattaaa G/A aagaaagaagagataataat 
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1653 


CYP4F3 


6 


intron 3+243 


tcaagtctgctgtacggcta C/T gtcttgtcacctgtatattt 


1654 


CYP4F3 


7 


intron3+5C2 


aggtctgggacccagggtcc G/C taagtgaactgtctgagaca 


1655 


CYP4F3 


8 


intron3+755 


ttttgtggccatgtcoggoo A/T tgtgaacacatgtcagtg^c 


1556 


CYP4R3 


9 


intron3+855 


gggacagacagggtgtccta G/A gtccttgtgaaggcattctg 


1557 


CYP4F3 


10 


intron3+970 


cctgacatagctcctacgtg C/T catgttaggcagtgtcattg 


1658 


CYP4F3 


11 


intron6+1 22 


gaggagttgttataoctgat C/T gttgaaggactggtatgaat 


1659 


CYP4F3 


12 


©xon7+1 59 


ggtgcacgacttcacagatg C/A cgtcatccaggagcggcgcc 


1660 


CYP4F3 


13 


intron7+2107 


caggttgccagtga IULLI T/A ctcagaaagttttcatcaag 


1661 


CYP4F3 ! 


14 


intron7+2255 


gaccaagaagggtctaggag T/A gcaagatgggcttgggtttc 


1662 


CYP4F3 


15 


intron8+1 32 


cctcaatgcaaggttgctgt A/C caccctcgggtgctgaagca 


1663 


CYP4F3 


16 


exon9+59 


taccaccttgcaaagcaccc G/A gaataccaggagcgctgtcg 


1664 


CYP4F3 


17 


intron9+1 3 


attgaatggtgagtgcaggt G/A ctKgtgccctgttcctgagc 


1665 


CYP4F3 


18 


intron9+36 


ggtgccctgttcctgagcct G/C tctcattggctctgttcccc 


1666 


CYP4F3 


19 ! 


intron9+1 67 


acccatcctgactgtctggg C/G aaaggttataggcccttagg 


1667 


CYP4F3 


20 


intron9+369 


tccctaattcctacccttcc G/A tccagtccagggatttataa 


1668 
1 669 


CYP4F3 


21 


intron9+458 


tcattcatccatccagtcct T/C gttcagcaaaftactctcata 


CYP4F3 


22 


intron 10+46 


ctcctgggtaggaagagggg A/C ccctcaggcagggagcattg 


1670 


CYP4F3 


23 


intron 1 0+63 


gggococtoaggcagggegc C/A ttgtcctgactgcccccttc 


1671 


CYP4F3 


24 


intrcn 11 +14 


ccctgaggtgcgggcccccc C/G tc+^tgtttttgtccattcc 


1672 


CYP4F3 


25 


intron11+84 


gatcaggagaatccaacatc G/A cctccctccaagacacacac 


1673 


CYP4F3 


26 


intron11+113 


caagacacacaccactgtct T/C tccaaggctggcggactggg 


1674 
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m « 




CYP4F3 




intron l i"^io*f 


cggcaacccttcttggtctG T/G cctccaggtctatgacccct 


1 O JO 






intron 1 i+ioo 


ggcaacccttcttggtctcg T/C ctccaggtctatgacccctt 


1 O 70 


pvD/1 r-1 


on 


intronlz+l do 


gaaaaggcccacagagtagg G/ A ttgggttggtcctagaagga 


10// 

Jo/o 


OYP4ro 


on 


mtronlz+Zbo 


gagctcggctaggctcgcag G/T atatgcaagcccacatgggg 


GYP4ro 


ii 
al 


intron 1 Z+o4c 


tgggtgtcccaggccaggtt A/C ccggcttgatggggccagga 


1 679 


f\\Jt~}A CO 


1 


OTlanking— 61 


accatgtttacccartcattg G/T tcctggagctccccagcccc 


1680 


CYP4F8 


2 


exonl+67 


gtggcagcatccccgtggct G/T ctcctgctggtggtcggggo 


1681 


CYP4F8 


3 


intron 1+707 


tacgcagcaggtattcacco T/G tatttccacattatccactg 


1682 


CYP4F8 
CYP4F8 


4 


intron 1+857 


acacccoctaccctcacatc G/A tgacacagctgggccagaag 


1 683 


5 


intron 1+90 7 


tgccatctccaocctccccc G/A tgcaggggcatcttctttat 


1684 


CYP4F8 


6 


intron2+668 


tgtggcacttccaccatatg T/C tcattgccctcttgctccag 


1685 


CYP4F8 


7 


intron2+818 


gccacagagaccatggctca G/A gccccaaaatgctgagtgac 


1686 


CYP4F8 


8 


intron2+1079 


tatgcttgggtgttgcagaa C/T atgttggaccatgtaggagc 


1687 


CYP4F8 


9 


intron2+1194 


ccggtcccctttatgccccc C/A accctcctttcttcttctgc 


1688_ 
1689 


CYP4F8 


10 


intron 5 +45 


aacatgggatggagtggggg G/T gtgggtgtggggagagcaaa 


CYP4F8 


11 


exqn8+(19-20) 


ggccatgacaccacggccag (GCCAG) tggcctctcctgggtcttgt 


1690 


CYP4F8 


11 


exon8+( 19-20) 


ggccatgacaccacggccag tggcctctcctgggtcttgt 


1691 


CYP4F8 


12 


intron 8+222 


tttatttccccactaacttg C/G tatgcaagcttagtaaaatc 


1692 


OYP4F8 


13 


intron 8+334 


cttggagaattaacggcaaa A/T accgcaatgacttttggacc 


1693 


CYP4F8 


14 


intron8+1999 


ttctaagtacatttattctc T/C tgcttttagctatgatctag 


1694 


CYP4F8 


15 


intron8+4184 


caggagggccgtgtatgctc C/T ctggataattgttgggtgtt 


1695 


CYP4F8 


16 


exon9+1 1 9 


acgtggtgctcccagacagc C/T gagtcatccccaaaggtgcc 


1696 


OYP4F8 


17 


intron 11+282 


gggttgggggttccgggcct G/C gttcctggcgcagtggggcc 


1697 


CYP4F8 


18 


intron 11 +340 


tgcagtcagaccttccacct C/T ggcccccaggaactgcatcg 


1698 


OYP4F8 


19 


3 f fkanking+35 


atcacctacctttgcaccaa T/C taccttttcagatttccggt 


1699 


CYP4F8 


20 


3'fkanking+83 


ctgtgttggcccctgtgcct G/C agtcccgcggatggccagta 


1700 


CYP4F8 


21 


3'fkarik;ng+90 


ggcccctgtgcctcagtccc A/G cggatggccagtagggggcg 


1701 


ALDH1 


1 


intron 1+564 


cattatttcttcagccaagt T/C tgttgccattggagcagatg 


1702 


ALDH1 


2 


intron 1+710 


gttctgagagtaactctgaa C/T tttgcctgtttcacactgct 


1703 


ALDH1 


3 


intron 1-3868 


ccctttttatatccagaata C/G agcctaaacttctttctctg 


1704 


ALDH1 


4 


intron2+2933 


taagtatgctatactatatt T/C gartagatatactatactata 


1705 


ALDH1 


5 


jntron2-1 646 


caatgtgattaactgaatgc C/T gcaaatatgcactgtatatg 


1706 


ALDH1 


6 


exon3+54 


caggcttttcagattggatc C/T ccgtggcgtactatggatgc 


1707 


ALDH1 


7 


intron3+157 


taggccccttaacattgaac T/G attctcaaatagtaatctgo j 


1708 


ALDH1 


8 


intron3+339 


tgagtctcctagaatgatat G/A ttaggtttattcaagcattt j 


1709 


ALDH1 


9 


intron3+655 


agcagttagatgagtcagag C/A ataatatagttgggggaggg 


1710 


ALDHI 


10 


intron3+735 


gaagccaatttaacataaac C/A aataccaagatcaggtttca 


1711 


ALDHI 


11 


intror»3+863 


gcaagtatggttaatcaaag G/A accatttattaotcaaatat 


1712 


ALDH1 


12 


intron3+1 757 


agatgacaagatttcttcta T/A ttcaaaaattccctagcaca 


1713 


ALDHI 


13 


intron5+90 


ttctctaaaacagatggatg C/A ttatgtatttgtta a atgtg 


1714 


ALDHI 


14 


intron6+213 


caggaagccaaacacaaagg T/C ttggtgtceaocagtcaact 


1715 


ALDHI 


15 


tntron6+1 323 


ttttgaattaaattcttata C/T tgtaacttttaaacttttta 


1716 


ALDH1 


16 ! 


tntron7+638 


gcaaaagooagtggtggaag C/A atactgtaccatgcaaaaaa 


1717 


ALDH1 


17 


intron9+(1 462-1 463) 


a atggc ettcta tgtttttt (T) gttgtgattatttatctatc 


1718 


ALDHI 


17 


intron9+(1 462-1 463) 


a atggaattotatgtttttt gttgtgattatttatctatc 


1719 


ALDHI 


18 


intron9+1 757 


tgatctageatttagtttct A/G taaatgaatagaatccagtg 


1720 


ALDHI 


19 


intron12-1383 


eatcccacttattactctcc T/G gagagcttcaagtgcctata 


1721 


ALDHt 


20 


3'flanking+40 


ttttaagtacaagttttggt T/C acagtgatttcttcttgtca 


1722 


ALDH2 


1 


irrtrona+1766 


aaattggtggctcatcctgc C/A tggcccccttcctcctcctc 


1 723 


ALDH2 


2 


rntron8+52 


gaaggtagccctggccacct G/C tgttgtggcLccagccgatc 


1 724 


ALDH2 


3 ! 


intron8+69 


cctgtgttgtggctccagcc G/A atcctgtcgcccccccagtg 


1 725 


Al DH7 


A 
f 


inirorurTx/ 1 9 / 


gCLLLCLCaigaGClCggXC dinCGCrfg L Ig, LC LLgLtg 


1 72$ 
1727" 


ALDH2 


5 


intron11+114 


gagctgggctcagtttctcc T/C gggtcagggtgtgatgtcga 


ALDH2 


6 


3'flanking+41 1 


ggatatgatttctgcccctc T/C tctgctgtgggtaaacagct 


1728 


ALDH2 


7 ! 


3'flankin£+(432-433) 


tctgctgtgggtaaacagct TC/A tgtttcatgcatttactttt 


1729 


ALDH2 | 


8 


3 , f1anking+488 


ccaataagaatgtgcttgaa G/T gtttcatgcatttaatttgt 


1730 


ALDH7 ! 


1 


5 , flankmg-1455 


ctgcctgtccaoacccacag C/T agottgcacatcatccccac 


1731 


ALDH7 


2 


intron 1+464 


catgaatgactctgggaaag A/G atcattcttagcaatggact 


1732 


ALDH7 


3 


intronl+2269 


aaatggaatccaaacagcaa G/C agacctcccctcaccggtca 


1733 


ALDH7 


4 | 


intron2+l 349 


actgagcttctgccaccggc C/T gcctgccggccttcatgaga 


1734 
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ALDH7 


5 


intronz+lflZO 


tccgtgtggaaggcaccttc C/G cccagcctcagtggctagga 


1735 


ALDH7 


6 


intnon2+2046 


aacctcaggcgctgcctcag C/G cagggagccagcctggcccc 


1736 


ALDH7 


7 


intron2+2939 


aagcacgcactgaacatgga G/A tgagtgagtgaacgaatgaa 


1737 


ALDH7 


8 


Intro n3+7 


tgcccaagaacctggtgagc C/T ggccgggctgaggcgggcag 


1738 


ALDH7 


9 


intron4+36 


gccccttccggtcaoccttc T/C ccgctcgaggcctcagggcc 


1739 


ALDH7 
ALDH7 


10 


mtron6-KH6-117) 


attctcctctctctctctct CT/ A ggaccaggctgggagcagtc 


1740 


1 1 


intron6+263 


cagaccctcatacgtgaccc T/C gctgccccccaggctcttag 


1741 


ALDH7 


12 


intronB+1298 


gtagacagagctggactcca T/G ccttgggtgataagggatcc 


1742 


ALDH7 


13 


intron6+1411 


gccagggtcacaagcagagg C/T gggaggagccaaggggtttg 


1743 


ALDH7 


14 


exon7+185 


acctgcgtggcccccgacta C/T gtcctatgcagccctgagat 


1744 


ALDH7 


15 


exor>7+339 


tgcgggcattgctgggctgc G/A gcgtgtggccattgggggcc 


1745 
1746" 


ALDH7 
ALDH7 


16 


intron 7+249 


ccagggctccagggctcagc G/A tgotaagatgaactcccato 


17 


intron7+277 


atgaactcccatcc caeca c C/T ggctatcctgaaaggctgta 


1747 


ALDH7 


18 


intron7+498 


gaccaaggtcgggggattct C/T tgtgtcccacaggccctgag 


1748 


ALDH7 


19 


intron 8+ 14 


cegccaggtgggggtgcggc C/T gggctgggcagggtcaggag 


1749 


ALDH7 


20 


intron 8+49 


caggagccogcagtgggcag C/T acaagtggtggcagcagggg 


1750 


ALDH7 


21 


intronS+111 


tcaggactttgggatggtgg A/T cctcttggctctgtotctgc 


1751 


ALDH7 


22 


intron8+3219 


atcctgatggggctcaaggc A/G gcctcacgcacatcctgttc 


1752 


ALDH7 


23 


exon9+33 


gtgctgacccagaccagcag C/T gggggcttctgtgggaacga 


1753 


ALDH7 


24 


intron 9+946 


tcccaggcccccgagctgac C/A cttcttggtggccgtggccc 


1754 


ALDH7 


25 


intron frM 067 


aggctccccaagcctgggtc C/T ctcttgcccccacccactct 


1755 


ALDH7 


26 


axon (0+1 37 


ccgcaatcgccgcgccgcct G/A aggatgctgctggtggccat 


1756 


ALDH7 


27 


exon 10+397 


ogctcccaaccatgagagcc G/A aggtgggaggcatgggaaac 


1757 


ALDH7 


28 


exon10+1198 


ctcttccccatgctgctcat C/T ctcctgggoccoatccactc 


1758 


ALDH7 


29 


exonl 0+1475 


caggggtggacctgagtttc G/A tctcctgtctctctggctga 


1759 


ALDH7 


30 


3*flanking+1 5 


cctggcaatacttaeatGtc A/G gtgatttgctttctgtgcat 


1760 


ALOH7 


31 


3*flanking+60 


oaacaggactctggacoaag G/C ccctggcgttgggtaacaat 


1761 


ALDHB 


1 


intron 1 +98 


agggaaggggatgtgtgccc G/A tggcccgtgggtcagggggc 


1762 


ALDH8 


2 


intron 1+1 57 


atggctgcaggggccatggg T/C acggggcttgctcaggagag 


1763 


ALDH8 


3 


intron 1 +354 


totgtggacagacaaggatt C/G ggtcgggggcaocagggctg 


1764 


ALDH8 


4 


intron 1 +85 1 


tatgacaggtccatcaggcc T/G caccttcctgtgtgtcttat 


1765 


ALDH8 


5 


intron 1+894 


ctcagcatctgcccccacag T/G gcttttgeacacgttggttc 


1766 


ALDH8 


6 


intron 1-463 


aaagaaccctccgagtccct C/G gtttagtcccagaagggagg 


1767 


ALDH8 


7 


exon2- ( -61 


gccttcaactgagggcgoac G/A cggccggccgagttccgggc 


176B 
1769 


ALDH8 


8 

9 


intron2+8 


ggacctgcataaggtgggcc A/G tggagagtgggccccggcag 


ALDH8 


intron2+23 


gggccgtggagagtgggccc G/C ggcaggggctggagcagcgt 


1770 


ALDH8 


10 


intron2+<1 80-181) 


ttcactcctgaacactcaca (A) gccaccctgtgatgcaggct 


1771 


ALDH8 


10 


intron2+(1 80-181) 


ttcaotcctgaecactcaca gccaccctgtgatgcaggct 


1772 


ALDH8 


11 


exon3+72 


gactacgctctcaagaacct T/G caggcctggatgaaggatga 


1773 


ALDH8 


12 


intronfi+375 


ctgcagcatcctaacctcac C/T gtcgcgactcaaggctgccg 


1774 


ALDH8 


13 


intron8+463 


aatcacccccatggcacccc G/A accgtcactgagagggtgct 


1775 


ALDH8 


14 


axon 9+33 


atgctggagcggaccagcag C/A ggcagctttggaEgcaatga 


1776 


ALDH8 


15 


exonl 0+42 8 


aggtgtcctcactcacccca C/T cctccccaattccagccctt 


1777 


ALDH9 


1 


exonl+121 


actgtgtggggtatggcggg G/A tggtggggagaatgtggtgt 


1778 


ALDH9 


2 


intron 1+67 


cgcggatttcccggccagcc C/G ccgtttcctgtgttctgcag | 


1779 


ALDH9 


3 


intronl+103 


tgcagcgttgacttgagcac A/G agacagtgacagtggagagt 


1780 


ALDH9 


4 


Intronl+1818 


gaatttttgagBaaaaaaaa A/ A tgttcctttagggttgcctt 


1781 
1782 


ALDH9 
ALDH9 


5 


tritron2+5891 


tcaggaacaggaagtaaaga G/A gtttacatttcta aatttct 


6 


intron2+6398 


atcaaaaacacttgtctgat T/G atcgtgctctgaacctgcct 


1783 


ALDH9 


7 


intron2+9677 


atgacgctgagtttggtgct A/G ttcLLllgltlLLcttgcct 


1784 


ALDH9 


8 


intron2+-9991 


gggsgfiagtgagggacctac C/T cttggcttctaatctttcat 


1785 


l\ nt-io 

MLUn3 


a 


in LTon**'* i u j o s 


ttgtcagagacstcnxgat a/u atccTtacgtactatarcag 


1 /DO 

1787 


ALDH9 


10 


intron2+10256 


ttagtagataactttttttt T/A gtaaggatggagaataatag 


ALDH9 


11 


intron2+11382 


catattcaattcttttatgt T/C ctttagaccaaagaaaggca 


1788 


ALDH9 


12 


intron2+1 1 455 


taaacctttaagctcatcat C/T ggaccatctattgaatttct 


1789 


ALDH9 


13 


intron2+12044 


atttaaagtgaaagctattt C/T tagttttaaaaattgagcag 


1790 


ALDH9 


14 


intron3+334 


ctatttagcaaacLLLLlll T/ A gacagtgtataaagttttca 


1791 


ALDH9 


15 


intron3+368 


gttttCBacaattgatattg G/A aaggttggtagggcctagga 


1792 
1793 


ALDH9 


16 


intron4+191 


ccctcaaffgagcttatagtt T/A aggttgtacacaatcatgtc 


ALDH9 


17 


intron4+557 


tagaaaaaattgtaatgtta A/G aaagcattactgttaggaca 


1794 
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ALDH9 


18 


intron5+830 


agttcaagatgattttgtag G/C ttcagggcctagttgactta 


1795 


ALDH9 


19 


intron5+838 


atgattttgtaggttcaggg C/T ctagttgacttagcatgcaa 


1796 


ALDH9 


20 


intron 6+ 120 


agaaaagttgcacaaatagt A/C caaagaattcccatgtacct 


1797 


ALDH9 


21 

22 


intron6+2569 


attaaaatctgctttaaata T/C ttttt tggggga gagga c ac 


1798 


ALDH9 


intron8+1414 


ccgatcttcaaaaaattagc T/C gggggtggtggtgcacactg 


1799 


ALDH9 


23 


intron9«664 


aaagttcacatttttttttt T/ A ataacttcatggtcaagagc 


1800 


ALDH9 


24 


intron9+2170 


taatgcacacattLLLULt T/ A cttcatagggacatccaacg 


1801 


ALDH9 


I 25 


exon 11+587 


aaaacaaaaaacaaaaaaaa A/ A ccttgttcctttataggttc 


1802 


ALDH10 


1 


introni +39 


gggtgtggggaaactggccc C/T cgccgcgcacttgtggactg 


1803 


ALDH10 


2 


intron3+2491 


tgccgcgaagaaattggcac T/A gctgagttctacatgcagtt 


T 804 


ALDH10 
ALDH10 


i 3 


intron3+2595 


ttctgtacatcaacttgtga T/A ggattgaggccagttctggt 


1805 


! 4 


intron3+2775 


taccgctttgcccctgacca G/A gggtaaattcttcaataact 


1806 


ALDH10 


5 


intron3+3424 


aggcacttctgcacacaccc G/A cgtctcatgcattttccctg 


1307 


ALDH10 


6 


intron3+3676 


atgttgaagagattgctgat G/A ttagacgttaggatttattt 


180B 


ALDH10 


1 7 


intron4+481 


tagaaaataagaggtttcag G/T ttctctctgctaaatccggt 


1809 


ALDHIO 


! 8 


intron4+769 


atcctgctttatacctgaac G/A tcttgcaggcagagccaaaa 


1810 


ALDHIO 


! 9 


intron4+796 


aggcagagccaaaagccaca A/G ccaggagagtctgtaccgaa ( 


1811 


ALDH10 


10 


intron5+254 


attagttgtggcatatactt T/G ttttaaaaaagttaaataat 


1812 


ALDH10 


11 


intron6+1 37 


aatcctgctttctggtatac T/C gtacctgtagcttttgttat 


1813 


ALDH10 


12 


irrtron6+923 


aggctaatgaatggtaagag G/A aaggggctatcctgattagc 


1814 


ALDHIO 


13 


intron7+331 


tgcttttctgatgttaatcc A/ A cagggcattgctgaataaca ; 


1815 


ALDH10 


14 


intron B+643 


tttagaacatgacctgcctg G/T ctctcccacatgtgagatga 


1816 


ALDH10 


15 


intron8+666 


ctcccacatgtgagatgact G/A actcagctttttatttctcc 


1817 


ALDH10 


16 
17 


intron9+21 29 


tgttttcatttttaaaaaaa G/T gtttgactttggaattcatg 


1818 


ALDH10 


exon1D+(1 894-1895) 


ttggcttgtctactaataca CA/A tctgcttcaaaatgaacata 


1819 


ALDH10 


18 


3'flanking+31 


gtatttgtca actttttttt T/ A ctcattttaaaattcttagc 


1820 


ALDH10 


19 


3flanking+106 


gtgtgttgggggtggtggtt G/A gtagctatagtaaataggtt 


1821 
1822 


ALDH10 


20 
1 


3'fianking+l 630 


aaaagcacgtgggaaacaca A/G ttaatcatgtcttaccgtat 


ABCC7 


5f)ank[ng-834 


gctaaaacactccaaagcct T/G ccttaaaaatgcgcactggg 


1823 
1824 


ABCC7 


2 ! 


5'flanking-729 


cctccttgcagatttttttt T/A ctctttcagtacgtgtccta 


ABCC7 


3 


exon 1+1 25 


tagcagggaccccagcgccc G/C agagaccatgcagaggtcgc 


1825 


ABCC7 


4 


intron 1+6200 


ctatgtgagacgttaagaag G/A tagaggtggccaagaaggaa 


1826 


ABCC7 


5 


intron I +7538 


agttctctttcttagcatgg C/A ctaoagaggtgcasctacct 


1827 


ABCC7 


6 


intronl+13519 


gaaacttaaatcttgagtca T/C acaattgtgtctaeatactg 


1828 


ABCC7 


7 


intronl+14110 


attacacagtattttttttt T/ A aalLLlggggaaagtcgatt 


1829 


ABCC7 


8 


introni +14293 


gcoaggcagattcctgactc C/A tataacccagagcttatcag 


1830 


ABCC7 


9 


intronl +14316 


taacccagagcttatcagag C/G artttatgtcccoaaagagaa 


1831 


ABCC7 


10 


introni +14433 


cagaataacaatgatggctc G/A gaaaaatatgggtatttctg 


1832 


ABCC7 


11 ! 


introni +14B24 


acgttttgacagttgcaoaa G/C tttctttctttaagctttaa 


1833 


ABCC7 


12 i 


introni +23401 


aatatttttgaaaatcacta C/G ggtatcctgcatagtgattt 


1834 


ABCC7 


13 


intron3+879 


gaaaaatttcagttcateca C/A ccccatgaaaaatacattta 


1835 


ABCC7 


14 


intron 3+92 2 


acttatcttaacaaagatga G/C tacacttaggcccagaatgt 


1836 


ABCC7 


15 


intron3+933 


caaagatgagtacacttagg C/T ccagaatgttctctaatgct 


1837 


ABCC7 


16 


intron3+ 13704 


tttttccaaataaaaaaaaa A/ A tcaggtgatatctgtaaatg 


1838 
1839 


ABCC7 


17 


bntron3+l 3758 


tattaaagaacatgatgctt A/G aaacagattagggaaaacta 


ABCC7 


18 


rntron4+240 


ctctgttgtagttttttttt T/A ctcctsatcatgttatcatt 


1840 


ABCC7 


19 ! 


intron4+376 


ttatgttcagcaagaagagt A/G taatatatgattgttaatga 


1841 


ABCC7 j 


20 


intron4+58S 


tgtccagacaagagaccaaa T/C tgocgaggcatcatttaggt 


1842 


ABCC7 


21 


intron4+1 089 


tttcaatctgaacattttac G/A taagtgaagactttgttaga 


1843 


ABCC7 


22 


intron4+1615 


aaagttaggtggtattgtat C/T tgtcttcctttctcaatgtt 


1844 


ABCC7 


23 


intron4+1 946 


aatacaaacaaacttgagct T/C tgcctatacttttcaagaat 


1845 


ABCC7 


24 


intron6+783 


tatctaagttttggagtcaa A/G tagca c t ttglttgaatc cc 


1846 


ABCC7 


25 


intron6-Kl 128-1 131) 


gattgattgattgattgatt GATT/A tacagagatcagagagctgg 


1847 
1848 


ABCC7 


26 


intron7+<731-732) 


gtagcaatgagaccattttt (T) cttcagttgagctccatgtt 


ABCC7 


26 


intron7+<731-732) 


gtagcaatgagaccattttt cttcagttgagctccatgtt 


1849 


ABCC7 


27 


intron7+1 434 


gaatgtttggttgtaacctg T/C ataatctggcatgaaattgt 


1850 


ABCC7 


28 


intron8+752 


oatgctctcttctcagtccc A/G ttccttcattatatcaccta 


1851 


ABCC7 


29 


intron 8+1 109 


tatggccaagacttcagtat G/A cgtggacttaattcttcctt 


1852 
1853" 


ABCC7 
ABCC7 


30 


intron8+1312 


atgaagacattcatt ttttt T/A ctccgtccaatgttggatta 


31 


intron9+(652 1-6522) 


gtgtgtgtgtgtgtgtgtgt (GT) ttttttoacagggatttggg 


1854 
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ABCG7 


31 


intron9+(652 1-6522) 


gtgtgtgtgtgtgtgtgtgt ttttttaacagggatttggg 


1855 


ABCC7 


32 


intronl 0+2 119 


gaacactttatagttttttt T/G ggscaaaagatctagctaaa 


1856 


ABCG7 


33 


intronl 1+3867 


tttttcttcaagaaattaga A/ A gaggggagaaattggtttaa 


1857 


ABCC7 


34 


inlron11+11844 


tgaatcaaaatcatctaaaa A/ A gctttoagaaaccagacttt 


1858 


ABCC7 


35 


intron 11+12144 


atattaaacagagttacata T/C acttacaacttcatacatat 


1859 


ABCC7 


36 


intronl 1+20975 


gtgtggatagtaaatgccag G/A gtaaatcacatagcatctaa 


1860 


ABCC7 


37 


intron 11 +27057 


atggaagagaagttttagta G/A aggggaggaaggaggaggtg 


1861 


ABCC7 


38 


intronll+27131 


gagagagacttttttttttt T/ A aaggcgagagtttactacct 


1862 


ABCC7 


39 


intronl 3+1 52 


gtattaactcaaatctgatc T/A gccctactgggccaggattc 


1863 


ABCC7 


| 40 


intron 13+28 7 


tttgcagtatcattgccttg T/C gatatatatto ctttaatta 


1864 


ABCC7 


41 


intronl 5+:85-86) 


atacatatatatgcacacac AT/ A aaatatgtatatatacacat 


1865 


ABCC7 


42 


intron 15+1 06 


taaatatgtatatatacaca T/A gtatacatgtataagtatgc 


1866 


ABCC7 


43 


intronl 5+3341 


ggaagtataaatttgtaaat A/G actgagacccaaacttacaa 


1867 


ABCC7 


44 


intronl 5+5556 


tgctattgactaatagtaat A/T atttta gggca gctttatga 


1868 


ABCC7 


45 


intron 15+59 19 


tggtagttctatgtggaaac C/A gtgaggaaataattttatat 


1869 


ABCC7 


46 


irctron17+2479 


caaaaaggtatggaagtcag A/C gga ga agga ga c c cctat gt 


1870 


ABCC7 


47 


intronl 8-81 


aagtatgcaaaaaaaaaaaa A/ A gaaataaatcactgacacac 


1871 


ABCC7 


48 


intronl 9+751 


cattaataaaataacaaatc A/Q tatctattcaaagaatggca 


1872 


ABCC7 


49 


intron 19+820 


tgacatttgtgatatgatta T/C tctaatttagtctttttcag 


1 873 


ABCC7 


50 


intron21+1532 


ttacctttaacttttttttt T/A agtttgatcagctctcttta 


1874 


ABCC7 


51 


intron21+!607 ! 


atgottttggagttgggtct C/T ataaatgtatagaaatgttt 


1875 


ABCC7 


52 


intron21 +11260 i 


atgtggaacaatcatgacta T/C atgccttttacttictctat 


1876 


ABCC7 


53 


intron22+(130-131) ! 


agaatcaatattaaacacac AT/ A gttttattatatggagtcat 


1877 


ABCC7 


54 


intron 2 3+ 1828 


ctgtcctaaagtttaaaaag A/ A aaaaaaaaaggaagaaggaa 


1878 


ABCC7 


55 


intron24+<7100-7112) 


cctttacaaactcttagaca CD12-14 agtttaacatgttacaaaac 


1879 


ABCC7 


55 


intron25+237 


actcttcccccttgtcaaca C/T atgatgaa gc ttttaaata c 


1380 


ABCC7 


57 


exon27+1 15 


gggtgaagctctttccccac C/T ggaactcaagcaagtgcaag 


1881 


ABCC7 


58 


exon27+334 


ggatgaattaagtttttttt T/A aaaaaagaaacatttggtae 


1882 


ABCCB 


1 


5*flanking-1099 


saaggggctgaaggggtctt T/C cttttgtgttcccctgactg 


1883 


ABCC8 


2 


5'flanking-<424-422) 


caccccaccaccaccaccac CAC/ A aaggtaacgttctgccccac 


1884 


ABCC8 


3 


Intronl +1212 


agcctgggcaacatagtgag A/G ccccccccgccctttctaca 


1885 


ABCC8 


4 


intron2+10Q3 i 


aggaggactgtgaatcccag C/A ctgeatgtttgggtcggatt 


1886 


ABCC8 


5 


intron2+1253 


catctcactaaggaagaatc C/T agtaaccagcaaggatgaga 


1887 


ABCC8 


6 


intron2+1382 


cccagactgcactcctgcag T/C gctgcctggctcctgtagtt 


1888 


ABCC8 


7 


intron2+2371 


tttcagagctgtctggaaat T/A tagggggcaggtgggagggg 


1889 


ABCC8 


8 


intron3+1 957 


ccctacccctagcccagggg C/T ccccacatgagtatgaatgg 


1890 


ABCC8 


g 


intron3+(2088-2089) 


agagaacccttcattaacca (CCA) gggcgtggctgaccagtgtc 


1891 


ABC08 


g 


intron3+(2088-2089) 


agagaacccttcattaacca gggcgtggctgaccagtgtc 


1892 


ABCC8 


10 


intron3+2204 


taaagcacaagttatcaocc G/A tggatggatttgtccttttc 


1893 


ABCC8 


n 


intron3+2286 


ttatctccccttgaaaggac A/G ctccacagagccagaaattc 


1894 


ABCC8 


12 


intron3+2312 


cagagccagaaattctagaa C/G agggaaaagtggaggggagg 


1895 


ABCC8 


13 


intron3+2356 


ctgtga actgcaggga c aga A/G ggaaatgggtattgggagaa 


1896 


ABCC8 


14 


intron3+2359 


tgaactgcagggacagaagg A/C aatgggtattgggagaatgg 


1897 


ABCC8 


15 


intron3+2370 


gacagaaggaaatgggtatt G/A ggagaatggccagccctcca 


1898 


ABCC8 


16 


intron3+2382 


tgggtattgggagaatggcc A/G gccctccaaggggctgatgt 


1899 


ABCC8 


17 


intron3+4910 i 


ggggacagccttcagctgtg G/A aattcctccagtcctegaga 


1900 


ABCC8 


18 


intron3+4969 


cattettccagtcctgaggc A/G tgagagcagaaggccgatgc 


1901 


ABCC8 


19 


intron3+5003 


ccgatgcttctgccctccat C/G ctaatgtcctcctgcaggga 


1902 


ABCCB 


20 


intron3+5019 


ccatcctaatgtcctcctgc A/C gggacooaaggtggatggoa 


1903 


ABCC8 


21 


intron4+14 


ggtgagggtaagcaggccac C/T tgggccagggtggggtggga 


1904 


ABCC8 


22 


intron4+187 


agacactgcatctggcccac G/A tgtgctctaccccagggtcc 


1905 


ABCC8 


23 


intron4+204 


cacgtgtgctctaccccagg G/C toocagagggagaggggggt 


1906 


ABCC8 


24 


intron4+254 


gttcgctgaggttgecggat G/A actttccgtagaaagggaag 


1907 


ABCC8 


25 


intron4+357 


tgtattcatatcgtcacgct G/C gtaaatgaatgagtaagtgt 


1908 


ABCC8 


26 


intron5+92 


ggcattaggtcaaaatcctg G/A tgggacaaaaggggaaactg 


1909 


ABCC8 


27 


intron6+4205 


tctgtagaaagtacatgggg G/A catgaagatcattggcttga 


1910 


ABCC8 


28 


intron6+5519 


gattcccagggaatgttaaa A/C aggaccgggtcttcctaaac 


1911 


ABCC8 


29 


intron8+5575 


tctgacccagtaccagccag G/C ggggcaagtttccotccooc 


1912 


ABCC8 


30 


intron6+6587 


gttgccatctgagatcttgc C/T ggaagtacacaagagaccct 


1913 


ABCC8 


31 


intron6+6747 


ttccactggccttttctgct C/T agtaattgctacattacagg 


1914 
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ABCC8 


32 


intron9+191 


gaggaagctgcctcccggtg A/G ggacaggaagcgggcatggc 


1915 


ABCC8 


33 


intron 10+ 1963 


cccaggagtccaacctccct T/G tgtccagctagaccatggtg 


1916 


ABCC8 


34 


intron 10+2724 


cctgggacatgttttcttet A/G taaacagcatcaaaagatgt 


1917 


ABCC8 


35 


intronl 0+2938 


gcccgcccaggactcctcac G/C tgtccaagtcacctagggag 


1918 


ABC08 


36 


intron 10*3094 


tccgaggatgtgtttttttt T/A ccctccgttagtcagcagtg 


1919 


ABCC8 


37 


intron 10+3368 


tcctgctcatatgcggcacc A/G tcagacttctgggcaggcaa 


1920 


ABCC8 


| 38 


intron 10+889 7 


ggtettgattaaaagoctca C/T gggcagagaaattcgccatc 


1921 


ABCC8 


39 


intrcnl 1+308 


tgtgtattgtagaagtgatg G/A gaaatccagaacagaaagct 


1922 


ABC08 


40 


intrcn11+1171 


gccctctcatttcccttcca G/A tgctgagcgtttccagtgtg 


1923 


ABCC8 


41 


axon 12+7 


gcctctgtccacagactttc G/A tgggccacgtcagcttcttc 


1924 


ABCC8 


42 


intron 12+356 


accoagaatgaggccatccc G/T tccccacgtggctgccccat 


1925 


ABCC8 


43 


intron 12+934 


tgggttcaaagatggaatgg G/T gcataactcagcaaaattat 


1926 


ABCC8 


44 


intron12+1370 


gggagggaggctggacaggg C/G atgaaggcagagcctggtgg 


1927 


ABOC8 


45 


intron 15+412 


ggaggtgggacccaggatgg C/T gtttcttggga c cacaagga 


1928 


ABCC8 


46 


intron 15+6 58 


actcccccggccccactcao A/G tctgccaccttccctccctg 


1929 


ABCC8 


47 


intron 16+4464 


aotcattccaagtattgato G/A egaagagaggtaggtactgg 


1930 


ABCC8 


48 


intron! 6+4574 


ttgaagatcttaagttgttt T/C tggttcactcatttcgcaaa 


1931 


ABCC8 


49 


intron 16+5011 


agctaaaagcaaaacagcct C/T tgacctggcaagcattccca 


1932 


ABCC8 


50 


intronl 6+7608 


tgtcctacttttcttttgac C/G cttataacttcctgacttcg 


1933 


ABOC8 


51 


intron 16+7730 


ccagctcctagtgggctgga G/A ggaaggacatgcggttgggg 


1934 


ABCC8 


52 


intron 16+8369 


ttgcaaa ctgagttagggc c T/C ggagagcttactgtgtgctg 


1935 


ABCC8 


53 
54 


intron 16+9708 


tgcacttgccgcctscttat T/G ccagacccaatgattgggtc 


1936 


ABCC8 


intronl 7+651 


tatagattaatgaggctctg A/G gtccctcaaaaccttccctc 


1937 


ABCC8 


55 


intronl 7+692 


cccttacctctccaaaaaac A/G cttgagataccctagaggtg 


1938 


ABCC8 


56 


intronl 7+1 541 


ctcaggatcttcctggagga C/T atggttcactcccatgagag 


1939 
1940 


ABCC8 


57 


intron 18+580 


actaagcagatttctaccaa C/T tgcacctccccatccccttg 


ABCC8 


58 


intron 18+658 


gaacaagcccctgagaatgc C/T ttccgcaccccctactcccg 


1941 


ABCC8 


59 


intron 18+660 


acaagcccctgagaatgcct T/C ccgcaocccctactcccgcc 


1942 


ABCC8 


60 


intron 19+93 


gcocttcoatogatcaccca T/C acccagccatctcactcccc 


1943 


ABCC8 


61 


intron 19+1 23 


tctcactccccaggtgctta T/C ctgcactccagcctctccat 


1944 


ABCC8 


62 


intron 19+2 19 


cataggggagagggcaggaa C/T ggagggaagggagagagccc 


1945 
1946 


ABCCB 


63 


intronl 9+845 


tagtatttaacctgcccaaa C/T gctgtgtgaagtgctgacct 


ABCCB 


64 


intron20+338 


tcccctccacaagcttagac A/G aacaggattctcctgtgact 


1947 


ABCC8 


65 


Bxon21+10 


tttggtgacagggcatcaac C/T tgtctggtggtcaacgccag 


1948 


ABCC8 


66 


intron21+192 


caaggatagcacaaatgacc C/A attgcagacttcegatggag | 


1949 


ABCC8 


67 


intron23+1 7 


gaasgtgggtatetccaggg A/G tggccaagcagccacccctg 


1950 


ABCC8 


68 


intron23+67 


gttctgctagaacctgaact C/T ataaaggtcttcctgtcctt 


1951 


ABGC8 


69 


intron26+268 


gtgagcgtctgcacartccaa G/C taaagattgttttctcctcc 


1952 


ABCCB 


70 


intron26+308 


cgataagtgggtgtaatttg C/T ccatccccacccatgagttc 


1953 


ABCC8 


71 


intron26+348 


cagctccctgccctcccctc A/G ctctctctcoctcagccagc 


1954 


ABCC8 


72 S 


intron26+807 


gacagctgctgagtcaggoc G/A agooggcagctgagaaaggc 


1955 


ABCC8 


73 


intron26+834 ! 


cagctgagaaaggcggcagt G/C gtcagatgggcttgagaaac 


1956 


ABCC8 


74 


intron28+<1 18-121) 


cctccaaaaaataaaaacaa AAAA/ A cagaaatgaaggaaatagaa 


1957 


ABCC8 


75 


intron28+1348 


tggggtaagcggaagacggg G/A ttgaacgctttgagtttggt 


1958 


ABCC8 


76 


intron29+1253 


ctcttagggatcttgtctaa G/T taaagaagagcagagcasag 


1959 


ABCC8 


77 


intron29+1589 


cagatcccagcttcctgtaa A/G cagcctcegatcaggccaaa 


1960 


ABCCB 


78 


intron29+2322 


gogcctcacactcctataac G/A cgcacatgccctgatgcaca 


1961 


ABCCB 


79 


intron29+2348 


atgccctgatgcacacacat T/C ttcaacacgcacttactcta 


1962 
1963 


ABCCB 


80 


intron29+2418 


agacacgtcaccctcccaca C/T gtctccaccctgggggtgtg 


ABCCB 


81 


intron29+2494 


tcagtcccctcagacacatg C/A cctctctccacgcagagaca 


1964 


ABCCB 
ABCC8 


82 


intron29+2735 


gcggccaaggagagtgatga C/T ggoagcocaggttgatcaga 


1965 


83 


intron30+386 


gotcctggggctccagcctt C/T gcagcccttgtgtgtgtctg 


1966 


ABCCB 


84 


intron33+93 


ggcttcgcagtcacctcgtg G/T ccctccagggccgaggcctc 


1967 


ABCCB 


85 


intron33+358 


agggacctgggggcagacag C/T gaggccacccttgtattgag \ 


1968 


ABCC8 
ABCC8 


86 


intron38+54 


cccagggacaggactggcct G/C ttgtggccgtcatcagtgca i 


1969 


87 


intron38+466 


aggacattctggccacatgc C/A tcatcctcctcctccaagcc 


1970 


ABCC8 


88 


intron38+529 


tggcccccaccgcgggtggt A/G ttcccaccatcctgacccgc | 


1971 


ABCC9 


1 


intron3+38 


tgttgtttctccttaaagag C/A tatttgtttttccccccaaa 


1972 


ABCC9 


2 


intron3+305 


gctggccttotggcttgcag T/A agttgtattttaagaatcag 


1973 


ABCC9 


3 


intron3+320 


tgcagaagttgtattttaag A/G atcagagctcttgtgaggag 


1974 
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ABCG9 


4 


intron3+631 


ttctgtggaaatcagaggct G/C tctaaaatattcctaatttt 


1 975 


ABCC9 


5 


intron3+8644 


tggacgcactcaacattttc A/Q agttattactccttcaactc 


1976 


ABCC9 


6 


intron 4+75 7 


aggatatcatgaaacactga A/C tcttagtaaaaactatcttt 


1977 


ABCC9 


7 


intron4+1 022 


taetKtggaatttttcttgc A/C acagagatatgtatttttca 


1978 


ABCC9 


8 
9 


tntroti5-1217 


cagtggtagatgtgttttct A/G ttgccatcatctacaaatat 


1979 


ABCC9 


intron6+( 106-107) 


tatgagttgttcaaataggc C07-9 cagagaattgaatgctttct 


1980 


ABCC9 


10 


intron 6+ 1 347 


tcagtcgtatteetactaaa A/ A caaaattttgtaagttatgt 


1981 


ABCC9 


11 


intron6+1618 


ctttttatttgctgcttacc G/A ttttactaaggttggatata 


1982 


ABCC9 


12 
13 


intron6+1835 


cttttaataaatgcaaactg C/T acacctggtctataaaaaga 


1983 


ABCC9 


intron 7+407 


cctataeaatttttcttttc T/G tttttctcaaaaaaattaaa 


1984 


ABCC9 


14 


intron 7+423 


tttcttttttctcaaaaaaa C/T taaatgtttgttatttattt 


1985 


ABCC9 


15 


intron8+743 


ttctgtagatgaagcttaag A/T gctagatcttatttgaaaaa 


1986 


ABCC9 


16 


intron8+850 


tttttaacttattgtttgcc T/G tttcattttttaatagaaaa 


1987 


ABCC9 


17 


tntron9+585 


cgaatttgctgcttttagag A/T aatctttgcaaataataaaa 


1988 


ABCC9 


18 


intron 9+ 1394 


Dtttttottcttgtaagtat G/C agtgatagagctgactgcag 


1989 


ABCC9 
ABCC9 


I 19 


intronl 2+1 1 67 


atttgtaagacttttaaaat G/A agataattgtgctggtgtct 


1990 


20 


intron12+1195 


tgtgctggtgtctatatctt A/G ctgagaaaactagaatttat 


1991 


ABCC9 


21 


intron12+2123 


ataagtgctctcccagtgtt G/A attggacttagagcattttc 


1992 
1993 


ABCC9 


22 
23 


intronl 2+(2653-2656) 


caaaacagaataatgaaaag TAAC/ A tattatctaaaataataaaa 


ABCC9 


intron13+(3043-3044) 


aacatactctcctcctctct (CTCTTT) aagtcaaaatatattagtat 


1994 


ABCC9 


23 
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intronl 1 + 12055 


tgagaacattacatgggacc T/C gcccccagggcatggaggct 
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ABCA4 
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intronl 2 + 305 . 


tcaocctgtggtcgggaggt G/A tgagtgagctatccaagccc 


2165 


ABCA4 


92 


intronl 3 +1461 


ttgggtttcagtgtcagcat G/A tagctgtctactcagatccc 


2166 


ABCA4 


93 


intronl 4 + 1237 


aagggcaccaaagttctaag A/G gatgaggggaggagctgagc 


2167 


ABCA4 
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intronl 4 +1268 


ggagctgagccccttgtcct T/C atctaggtttcccttgttct 


2168 


ABCA4 
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intronl 4 + 1309 


ttcccatccctcagtctgct T/C cttttcccagtaccaacatg 
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ABCA4 


96 


intron14 + 2979 


tcacctgtgtgggtagcaaa C/T ctcagaaaatcaagtataga 
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intronl 7 + 23 


gagtcctttaaaacacaaat C/G ttaatgtttgaaatcaactc 
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ABCA4 
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intronl 7 + 204 


tgctgggccctgtgtgatca T/G gaatggctgatcatggatga | 


2172 


ABCA4 
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intronl 7 + 715 


gggactcccctagagctgaa G/A tactctcccatctgtttgtt 


2173 


ABCA4 


100 


intronl 8 + 1282 


ggaagatgaagaacctaago C/T gcttccagaaattcatgagg 
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intronl 8 + 1531 


gtctaccccttaggaccatt G/A taagagtacattgaggtaat 
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actgotcacccaggoggcaa C/A gcctogagtcatgoaccgaa 
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intron20 - 195 


acagatla Lie cattgtatg C/A atgaactatgtaagccatcc 
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ctggctgccgctggggtttc C/T tatgtccatccacggggagg 
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ctgagttagKtctagatggg G/A acactttggatgaatgagga 
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tatcaaatacaactcagacg T/G cagtctcctggcccctttga 
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cctgctttccaaacccttat C/T ttgattcttggtaacatgaa 
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tttaaagaacagtgagtcac G/A tgacttgctctttgaaatgc 
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gacatgccatcagaccactg C/T gagtgttcaggcagcctacc 
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ctccttccacacttgtetgc A/G gggacattcactacctccta 
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aataaaaagggagacaaaac G/A atccacaagotagagatggt 
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intran31 + 957 
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1 18 
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2197 




1 OA 


introno/ + oU4 


ctgggggcagccattcccca A/G ccoctcacccagctctgact 
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ttcatgacagatcagatgtt (G) cttttatggatttacaaaga 


2250 


ABOA4 


176 


intron6 + (5138-5139) 


ttoatgacagatcagatgtt cttttatggatttacaaaga 
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2266 


ABCA4 


190 


rntron22 + (1236-1246) 


gctgaattagttcccttggg (T)9-1 1 agttaactcctgatttttgc 


2267 


ABCA4 


191 


tntron26 + (4626-4635) 
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irttron36 + 1078 
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tgtegcctattcctataaaa A/ A tgcaccattgcttcccatta 
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ABCA7 


202 
I 


int/on47 + (1305-1308) 
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aatgttggccccctccccct C/T ctceatcctctgcaxaagcc 
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ggecagtgagtgacggxcag G/A tcgcccaaatftgcagcgtgc 
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agagetgxggtcgtgcctcc A/Q gctfggceactgcctgtctc 


2284 


ABCA7 
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5'untrw started - 9 


ctctgtcccgtcccctgccc A/G gtctcaccatggccttctgg 
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6 


intr©n5 + 91 


ccccgggccaaggacctccc G/A ttccaggcatccaggctgtc 
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cagcttgttggaggccgcta A/G ggacGtggcccaggaggtac 
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gccggagggtcacggaaact A/G tttgaagaagtaggagttag 
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accggaccttcgaggagctc A/G ccctgctxagggatgtccgfi 
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cccaggctggactgcagtgg C/T gagatettggctcaetgcaa 
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gBgslcttggctcactgcaa C/T ctccgcctcctggattcaag 
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cgcacacgctgatKteKggc A/G cctggtgxgcacgGtgggcc 
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gagtgscgsaggtgBgtgce T/C gtccacctgcKKggtctgtt 
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ABCA7 


17 


exonll + 1368 


cctgfgccccggccaegtgc G/A catcaaaateegeatggaca 
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cagxctffcgaactttgcacc T/G ttacaccactccicgtxacc 
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cccttcctgctcagcgcccc A/G ctsXtfgttctggtgctcaa 
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ggt*cgt*giagggt*ac.g A/G cagugcggecccacgtgge 
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ggggcggccccacgtwctg C/A gcgcccccaggccaatccag 
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cgttgcctctcacagctggff A/G gacstcetcecctacagcca 
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23 
24 


exon15 + 2153 
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2329 


ABCA7 


50 


introo41 + 998 
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2330 


ABCA7 


51 


mtroMI + 1001 


ccctgccccacacccatcec A/G gctccaeccacaccatggcc 
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54 


eX on44 + 5985 


gaagcgotctgctcgcgcct G/A gccatcatggtgaatgggcg 


2334 


ABCA7 


55 


intron44 + 201 


ggcgcaggaccaggaggcgt G/C agccgggggctctgggtgga 


2335 


ABCA7 


56 


intror»44 + 233 


ctgggtggatttagaagaca C/T aatcaggtgtgcgttggagt 


2336 


ABCA7 


57 


intron44 + 313 


agttaggggagggcctggtt A/G gtgggcggggccataggaaa 


2337 


ABCA7 


58 


intron44 + 337 


ggcggggccataggaaagtg G/C ggcgggggtatttattgtgt 


2338 


ABCA7 


59 


exon45 + 6133 


tggcggccgagttccctggg G/T cggagctgcgogaggcacet 


2339 


ABGA7 


60 


exor>45 + 6159 


ctgcgcgaggcacatggagg C/T cgcctgcgcttccagctgcc 


2340 


ABCA7 


61 


intron45 + 27 


acggcgccggggtcgggctg G/C gggaggcaggctgggggcca 


2341 


ABCA7 


62 


3'untran slated + 6580 


aaggctggagagaagccglg G/C tggtgaaaccgtgtgcatgt 


2342 


ARr*A7 


DO 


o nariKing ~ iuo 


CaagCLgagvgl&CuCuiaC KXf t\ ggGOaagiggOgEmCaTag 




ABCA7 


64 


3'fianking + 376 


cttacaggagcccggtgtcc C/T ggagcacaggccagggccgg 


2344 


ABCA7 


65 


3'flanking + 687 


cagcagggagacttggggag G/A ggggagagagttoaoactgc 


2345 


ABCA7 




3'flanking +688 


agcagggagacttggggagg G/A gggagagagttcacactgcg 


2346 


ABCA7 
ABCA7 


67 


3'f!anklng+ 1169 


cctcgacctgacccacttca C/T ggggctgcagggcgggtgat 


2347 


68 


intronS + (398-422) 


cgtgaactaccacgtcctgc (T)22-26 aagagatggagtctcactct 


2348 
2349 


ABOA7 


69 
70 


intron12 + (175-184) 


ggggactctgagggtctggt (G)8-10 actctgagggtotgggggcc 


ABCA7 


intron30 + (81-87) 


ccccctgggagetctcccgg (C)6-7 ggccctcagctccccttccc 


2350 


ABCA7 


71 


intron34 + (349-361) 


agaaagagaaagagagaaag (A)12-14 cagaaatgtgctttgggtga 


2351 


ABCG1 
ABCG1 


1 

2 


5'flanking - 1772 
5'flanking - 1754 


cctgggcttcagcaggggcc T/C cacacctgoaatgggtgcct 
cctcacacctgcaatgggtg C/T ctggggagagggtgcagatg 


2352 
2353 


ABCG1 


3 


5*flanking - 1450 


tccaaagcccagatttggtg T/C ttttggggctcttttggaat 1 


2354 


ABCG1 | 


4 


intronl + 4 


otggtggaggaagaaaggta G/A ggagggcggctgctttgtgt 


2355 


ABCG1 


5 


intranl +576 


agctcaggaggtgtctggaa C/T gccacacagtgcaggagttt 


2356 


ABCG1 


6 


intronl + 1426 


aattctccttctoaacttaa A/G gaaatattttatagaaaaat 


2357 


ABCG1 


7 


intronl +2342 


agagcctgcaatgggccgcc G/A agggacctgcocatgactca 


2358 


ABCG1 


8 
9 


intronl + 2399 


gsggggttgacagacaggat A/G tgtctgctgtgttccagctg 


2359 


ABCG1 


intronl + 2406 


tgacagacaggatatgtctg C/G tgtgttccagctgctggttt 


2360 


ABCG1 


10 


intronl +2911 


ccctctctgtgcccactgtt G/C tcccaacaccagcctgttct 


2361 


ABCG1 


1 1 


intronl + 4363 


tataatagattcctagcaga A/G aacataattgtgagaggaac 


2362 


ABCG1 


12 


intronl +4752 


gctttcagagcccattcaca C/T aagggtctcattttattagg 


2363 


ABCG1 


13 


intronl + 5026 


ccaggtotgtgggatttcag G/A ccaaaaaggagcgtagcaag 


2364 


ABCG1 


14 


intronl + 5532 ! 


gggttaaatattccgggcag C/T gccaagtcagattatctgta 


2365 


ABCG1 


15 


intronl + 5681 


gctaaagtgcatggaaggca T/C catgaataaatcctttcagg 


2366 


ABCGI 


16 


intronl + 6290 


tcacagcagattcatgagag T/A tgaatgtttagccgccatgt 


2367 


ABCG1 


17 


intronl + 6386 


agatgctcccctccagccag C/T acattttctccctgtgagca 


2368 


ABCGI 


18 


intronl + 6758 I 


acctgcatggtgggtgcccc C/G ctgccttoctctactgcctt 


2369 


ABCGI 


19 


intronl + 7029 


tgggtcagattaaatatatc C/T tgaaggactaaaccgtaaaa 


2370 


ABCGI 


20 
21 


intronl +7176 


ttgctcacattgtgaaaaaa C/G gcaaaaagatgggttttcag 


2371 


ABCGI 


intronl + 9243 


gcctgegagcgctggcagta G/A gaagggtcgccagtgtggac 


2372 


ABCGI 


22 


intronl + 11224 


tctggtttagagaggaaaat G/A ggcagcatcattttgtcaoc 


2373 


ABCGI 


23 


intronl + 11371 


gggctctcttggagcccttt T/G tctctcccagccctgcgtct 


2374 


ABCGI 


24 


intronl + 12420 


gggatttcgaatctcaacac T/C ctgagctctgtgctttcccc 


2375 


ABCGI 


25 


intronl + 12484 


gagttgtcctccaagagaat C/T tttgtatggttccttttctg 


2376 


ABCGI 


26 


intronl + 12955 


ctggggttggtgggagccac A/G gtctcacacctattggcagg 


2377 


ABCGI 


27 


intron I + 1 2985 


ctattggoaggtcgtgeaca T/C tgttcttggstttgcaaata 


2378 


ABCGI 


28 


intronl + 20041 


acatggccggcttcccttct T/C cctcgga atggc ctgga att 


2379 


ABCGI 


29 


intronl + 20046 


gccggottcccttcttcctc G/A ga atggc ctggaattc gate 


2380 


ABCGI 


30 


intronl +21058 


acaagacttagaatttgacc G/A tgattttaaaactattctaa 


238T 


ABCGI 


31 


intronl + 26189 


ttcttggatgtggccatgca C/T gggggcaagggtttgstgag 


2382 


ABCGI 


32 


intronl + 27453 


atcatgtggtttgggggaaa G/C ctgggaccccacttggtaca 


2383 


ABCGI 


33 


intronl + 28098 


caggaaggagaoagctgetg G/C tgctgcttagagttaggcgc 


2384 


ABCGI 


34 


intronl + 29670 


ccttcagttgtaataggcag A/G aggagcgcacgaggaggctg 


2385 


ABCGI 


35 | 


intronl + 29810 


attgtttctcctggttttgt T/C tgtgttgactttccctttaa 


2386 


ABCG1 


36 


intronl + 36220 


cagatcccttggttgctggg C/T aggtagtaggagaggttttt 


23B7 


ABCG1 


37 


intronl + 36341 j 


oaacagggcttgagtcctoc G/A taagggacaggagaccttcc 


23B8 


ABCG1 


38 


intronl + 36370 


aggagaccttcccacatcct G/A gcaagaattcttc LLLLLLc 


2389 


ABCG1 


39 


intronl + 36662 


cagaotaaatgcacaettct G/A gattgagctgactgtattga 


2390 


ABCGI 


40 


intronl + 36914 


tgtaaaagatggagaagaac A/G cagtagtcgcttgctgtgag ! 


2391 
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No. 






lfi5>i 
S# 


ABCGl 


41 


intronl 


1 p! u an teat trace tc tire c A/G scaffactKftfictKRQCctfic 


2392 


ABCG1 


42 
43 


intron4 + 1 196 




2393 


ABCG1 


intron4 + l ituu j 


aaaaaaa+ffiratffpctirPM A/C ceaaaaeraffaeraaaatstsfir s 


Z394 


ABCG1 


44 


intron4 + 2041 


3agCag9ggCX.LllCGoGwti VJ/ r\ gogo v lvooBoOBvibw ia/u 


2395 


ABCGl 


45 


intron4 + z4yu 




2396 


ABCGl 


46 


intron4 + Zosl 


•»fr«T«v»^»++«Tfrfrr-f , a*»'t'fTr»rH" / A f+CTfrorvr* nonce CP'S OCtt 


2397 


ABCG1 


47 


intron4 + 2822 ■ 


/»o rrr*c*&ar*tr'<*tri m tTrftmt\t7 T/C f\£\CZ\ f f! a H PT1 r.af T T 7 OCCtt£? 


2398 


ABCG1 


48 


intron4 + <£c jU 


agCC3ggCvV»llgg v*-* Igtio v3/ r"\ gdgo L 56" a b al ' t ' LO o 0 


2399 


ABCG1 


49 


intrcn4 + 29 1 9 


gcctcccaggagtagcxaca 0/ 1 gggacccgaaggcdgdLggu 


2400 


ABCG1 


50 


intron4 + 3506 


ggCagGCTgggGTgGGgflga 1 / v> CDlC&UlggdgbgOW*U»'«6 


2401 


ABCG1 


51 


intron4 + 3538 


cgcccgccgRKaagccccag G/A ggggctggagctacaagtgg 


2402 


ABCG1 


52 


intron4 + 3554 


ccaggggggctggagctaca A/G gtggc ettge aggttttttg 




ABCG1 


53 


intron4 + 3721 


ccagctcatKggcaggggtg C/T ggagggaaaggcacccacag 




ABCG1 


54 


intra n4 + 3852 


caccaeaeccactcaEtcEE C/T caagagcgtcgcccagtggt 


2405 


ABCGl 


55 


intron4 + 3921 


gaagaccagcagtcgatgcc A/G gctgggaagagggctctgcc 


2406 


ABCG1 


56 


intron4 * 3979 


acccaccagccttttccaga C/T agccttccagaagctgtttc 




ABCG1 
ABCG1 


57 


intron4 + 429 1 


gagccgctggagtagggtcc G/A cttgctatggctcccagsgg 


2408 


58 


intron4 + 4922 


gaaaccaccagaaattgtgc A/G tectetcatgtgtccattea 


2409 

Z4 J U 


ABCG1 


59 


intron4 ♦ 4968 


tattgactggacaccttctc C/T gtatggggcactgggctagg 


ABCG1 


60 


intron7 + 672 


atcagtaacgggtcactaac G/A gatgotgotgagtggggcag 


2411 


ABCGl i 


61 

- 


intron7 + 840 
intron7 + 891 


atttcatttcctoaatgtcg T/C ctgaccagagagcgggaggt 


O/l 1 0 
^4 1 ^ 


A6CG1 


t^cccactgttgaggjgtgt G/A ggtgaccagaggggcctgga 




ABCG1 


63 


intron7 + 997 


tgtgtcctggtttgtggctt C/G atctaggaggtgtggtggcc 


2414 


ABCG1 


64 


intron9 +1616 


ctggaggagaagacaggeta A/C a gtcta a gac gtgctgtcac 


2415 


ABCGl 


65 


intron9 + 1 630 


aggataaagtctaagaegtg C/T tgtcacagagttcagggtcc 


OA 1 R 


ABCGl 


66 


intron9 + 1674 


gcttccaaaggccgcatccg G/T gttgttctctgagccgagga 


241 7 


ABCG1 


67 


intron9 + 1689 


atccgggttgttctctgagc C/T gaggacggctttgogaacgc 


241 8 


ABCGl 


68 


intrcnl0*446 \ 


tggctgacagtgaacacagc G/A gctgcttctccaga a ettta 


2419 
2420 


ABCG1 


69 


intronl 0 + 581 


atgcagagtttcagaagagg C/G agactcaggaagagtaaggc 


ABCG1 


70 


intron13 + 243 


acccggagagccatggcagg A/C ccaagtgttctggacgttgc 


2421 


ABCG1 


71 


3'untranslated + 2370 


EC ct etc afictEatggctgo A/G eagle agatgtetggtggea 


2422 

<C4^J 


ABCG1 


72 


3'flanking +1124 


ctcagaactacatcgagtga G/A gtcagtgttgaaaacgccca 


ABCG1 


73 


3'flanking + 1252 


atggggcccacagccctgcc T/C cagaagcagctttggtctcg 


t4^4 


ABCGl 


74 

75 


3'flanking + 1433 


gggggaagagcttgggaacc A/G tgagggctgttaggctgcaa 




3'flanking +1513 


tgaagggtgaactggagtag G/C tgaggattctgcagttgacg 


2426 


ABCGl 


76 


intronl +(19909-19944) 


ccgatgaggaggggatgEEg (CACCAGGiCAGCAGACTCTGA 
TGAGGAGGGGAGGGGiGJcaccaggcogcogactctga 


f 


ABCGl 


77 


intronl +(19909-19944; 


ccgatgaggaggggatgggg ca 
ccaggcagcagactctga 




ABCGl 


7B 


irrtronl + (25136-25137) j 


catgaacttgcctgaccata (G) ccctgtgaggagctagEgct 




ABCGl 


79 


intronl +(25136-25137) 


catgaacttgcctgaccata ccctgtgaggagctagggct 


OAO.f\ 


ABCG2 


1 


intronl + 1 52 


toatttgaaagtgggtatgc G/A gtttaaaactgacagttcaa 


tfo 1 


ABCG2 


2 


intronl +614 


agctagtcataaataaatac G/ A ccagagtagtaaggaagaga 


2432 
2433 


ABCG2 


3 


intronl + 10002 


cctcatgaatggtatacatg T/A cccaacatatctctttcgat 


ABCG2 


4 


intronl +10123 


aoagtggtocctttgggtgc G/A tatacccaaatccctgcata 




ABCG2 


5 


intronl + 1 0768 


ataggaataattgagaacag G/A gtctgaagaactctgcagga 


2435 
243G 


ABCG2 


6 


intronl + 1 0791 


ctgaagaactctgcaggaaa T/C gaaaatagttccctgctttt 


ABCG2 


7 


intronl + 10792 


tgaagaactctgoaggaaat G/A aaaotagttccctgctttta 


0 / 


ABCG2 


8 


intronl + 14183 


teacttaaggotttgeaggg l/u gtcxaggacacagaaagaga 


2438 


ABCG2 


9 


* m 4 , ^ i Art J 

intronl + 14934 


aaagtgtcntaaaarrxcc wu ictwgagtcagigegctaiw 


2439 


ABCG2 
ABCG2 


1 0 

■j -j 


intronl + 14955 
intronl + 17251 


tcrrtgagLcagLgagctaLt u/ 1 aaHLicuBgcaaiaagaai 


2440 


ctgtttgggaacagcaactc A/C atcataggcagagagaaagt 


2441 


ABCG2 


12 


intronl + 17347 


atttcaaacctg+ttcacaa G/A ttgttaagctcatcttaagg 


2442 


ABCG2 


13 


intronl + 17626 


gaaggtgcataacaacttcc T/G acataaagtctggagctata 


2443 


ABCG2 


14 


intronl + 18271 


aaatgaagctgctcattgcc A/G cacatttaaaaatggacttg 


2444 


ABCG2 
ABCG2 


15 
16 


intrant + 18369 
exori2 + 34 


ctattecttttctEtctgca G/T aaagataaaaactctccaga 


2445 


aLgtcgaagtttttatccca G/A tgtcacaaggaaacaccaat 


2446 


ABCG2 


17 


intron2 + 36 


tgtaaaaagacagottttta A/G tttacctocagtgaacctoa 


2447 


ABCG2 


18 


intron2 + 4230 


caaccctaaattggagggcc C/T gggcgtggtgattgagaaag 


2448 


ABCG2 


19 


intron2 + 4518 


gttgacagacttttatagtg A/C gggacactgacctgcatgca 


2449 
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intmn? -1-6278 


atgtatgtaccacgtcttca T/C attcttaaaggatgacccta 


2450 


a Dnn9 


91 


irrhnnt -1-10 


ggcaaatcttcgtgagtata A/G gagagtataagtaagcgttt 


2451 
2452 


nbOuc 


99 




tgacggtgagagaaaactta C/A agttctcagcagctcttcgg 


AbOuc 


Co 


introno ^ u i so 


actattctagttgattotag A/G ttgtcaatacaaoacactga 


2453 


ABuuz 


OA 


introno + o*cuo 


tectattctettttaataaa A/G ecatteaatttaeEtttHot 


2454 


AbOuZ 




iritmnfi +- 1?ft7 


gtcaggctgaactagagcaa A/G caatctaaaggcaagaatag 


2455 


ABOG2 


9ft 


iniron f — i # © 


ttcatttttgtagcaccagc T/C tgttatttaggtatctttct 


2456 


ABCG2 


Ol 

JLf 


mtrony 00/ / 


nrart+tyrartttcctttec T/G acatacttecattfictctec 


2457 


ABCG2 


Zo 


introny ^ oy/'t * 


1-atae.taataaatsptEtfft A/T taagtttllatctctaattg 


2458 


ABCG2 


zy 


intron 1 u ■*■ lbuo 


oiartrrttatatcc affect at G/T ttfratExctfiP'aaaitP'ctpa 


2459 


ABCG2 


30 


intron 1U **• zu»4 


/*/»^t-<rQer(rtrr*+cra«T«n , ot/»+' G/A ggttatttecagaettgcta 


2480 


ABCG2 


31 


intron 1 1+20 


<r«rt/* t+t-flrfrfr^fr A/f5 Dcraar'crD'C'O'ctfftcca trca £ 


2461 


ABCG2 


32 


intron 1 1+144/ j 




2462 


ABCG2 


33 


intronl 2 + 49 


,.i .-4 _ 1 1 « . x />■*->■— ^/^f-jyt- /T nrrttraatitraD+tffrflrrtt 
GLglcXTTagiCXigCGtat o/ i ggxgaagLt.dS'>vs\.«v.^i.i. 


2463 
2464 


ABCG2 


34 


intron12 + 1566 


tatgcagttacatggacaga C/T acaacattggagaccgaggg 


ABCG2 


35 


intron 1 3 + 40 


gCtC XgQtaaggQQtLgttl. \-> f \ LiiCDitCaLH.vLH/Glgw 


2465 


ABCG2 


36 


intronl 3 + 1823 


ttactcaagcaggoctgact C/T ttagtatttgctttttgtag 


2466 


ABCG2 


37 


intron14 + 497 


ctaatgaaaacaaacaagea T/C gaaagattgtcactgtaaat 


2467 


ABCG2 


38 


intron14 + 815 


taactctttggaaacttctt A/u eaartxaaaactgcciaccx 


2468 


ABCG2 


39 


intron15 + 110 


ccaggggcactgaatttttc 0/ 1 gagcotacgttxxoxcaxcc 


2469 


ABCG2 


40 


intronl 5 + 566 


gccgcatagtcatgtgtt^t T/A gtttttaaattaacttggaa 


2470 


ABCG2 


41 


intronl 5 + 639 


aacaagaaacacttgaataa G/A ttgogaaaaaacooogtttt 


2471 


ABCG2 


42 


irrtron15 + 1197 


tgagtagotgggattaoagg C/T gccoaccaccacacctggct 


9479 


ABGG2 


43 


intronl 6 + 520 


catcaattcaggtcaagaaa T/C agaagattgtagcacacaaa 


2473 


ABCG2 


44 


5'flanking - (998-995) 


gttgggatggctacaotcac TCAC/ /^ aaagcctgatggcccgtfcto 


2474 
2475 


ABCG2 
ABCG2 


45 
46 


intronl 3 + 405 
intronl 3 + (692-702) 


ctgeta gttta ttttttttt » / aa oatxxxta axxxaxgixw 
tcaatatgtttctgcttatc ^ 1 1 1 aarcRgxxactxaotcoiaax 


2476 


ABCG2 


47 


intron 15 + (645-650) 


aaacacttgaataagttgag (A) 7 -8 ccccgttttcacataatgtt 


2477 


ABCG4 


1 


intronl + 84 


ggcctgggtgtcccatgttc G/A gaaagtcctgcaooogtggg 


2478 


ABCG4 


2 


intron 2 + 77 


gaacacagaaggtattctga /vu agggcaiLgacocccat&cx 


2479 


ABCG4 


3 


exan6 + 679 


tggtgtccctcatgaagtcc C/T tggcacaggggggccgtacc 


2430 


ABCG4 


4 


tntron7 + 95 


ggcctcctaggggtagagat C/T tcaccgtcgcctgocttccc 


2481 


ABCG4 j 


5 


intron 7 + 158 


cttgcccttgggaagtgagt G/A tgaatctaaactgagctctc 


2482 


ABCG4 


6 


intron8 + 1 06 


ccccagaggcattgcaacca A/G tgggtgctaggaagaaccta 


94 fW 


ABCG4 


7 


intron8 + 1 089 


aggtacacaacttaatggta C/G aagattctctgtagacctgg 


9434 


ABCG4 


8 


intronl 1 + 1113 


acgtgagacgagataagtga T/C ggtcatatggccagggagga ' 


2485 


ABCG4 


9 


intronl 1 + 1120 


acgagataagtgatggtcat A/G tggecagggaggaaggggae 


2486 


ABCG4 


1 0 


Intronl 1 + 1 173 


gggggacagcttgaacaaga m./ va igLggaggcaggaiggdudc 


2487 


ABCG4 


1 1 


3'untranslated + 2758 


gagLgacaggcacaLacarg t\r\j gad(jaggLJucii.uuL.aBULr^L 


2488 


ABCE1 


1 


oflanking Too 




2489 


ABCE1 
ABCE1 
ABCE1 


2 


intron 9 + Zo / 


^>4-cr*3'a'jtt afafora aahfr- f\/T d+ aor t+ta t a P rl P n 3 P 3 

c igaaaLLaiatgcoaattc u; i gi.c3BoLvu3LaegoaeL.aea 


2490 


3 
4 


intron9 + 4203 


1 1 . .1 _ . i _ nr. - tint j.~ j T /fl taa+tto"aratatoafffltirt 

TtgtgTaggaagcxgataca i/o ^,oa^.l.lga^»aLe^nse3eal■& , • 


2491 


intron 10 * loll 


ccaagaaacxvcagCLULCL 0/ 1 ucwULLdaamLa^j^aflo 


2492 


ABCE1 


5 


intron 17 + 2301 




2493 


ABCE1 


6 


0 untransiatea * ioiu 


+«fffftT»»t-racrs»f % tfraetert' G/C a ga ayfrattpg taaff nr.attt 


2494 


ABCE1 


7 


intronl +(5349-5363) 


tttgtctgggttggttgggg (T)13-l€ gagactgggtctgactctca 


2495 




o 
o 


intron J ~ wot*? <joa*ty 


tacatttgtcaaaatttata (T)9— 10 gcagataatcatttcatctc 


2496 


A DPC 1 


y 


inxrono — 10 do 00 1 j 


taaatteaeattratteteta (T)14— 16 ascatcctccteactCCgcag 


2497 


ABCE1 


10 


introno + 11 100 1 ioy^ 


+*»-hM-r*flaar+tafratl±ffc (T)1 3— 1 7 c ata gtttc atcttteatea 


2498 
2499 


AbOt 1 


1 1 


mtrony ^ v 1 uto iu^iv 


ttprtctirtttcflaatctct (T) attcatcccccaffcaECtCE: 


AtJOL I 


1 l 


intron;* » \.i luco iut*T/ 


ttgotctgtttcaaatctot attcatgggccagcagotcg 


2500 




12 


intron9 + (2338-2346) 


agtgtagatggaoctcgggg (A)8-9 ctagttaaggaaaagtaata 


2501 


ABCE1 


13 


intron9 + (3213-3221) 


ttccaatmccattgttac (T)8-9 cttgccagattactcotgaa 


2502 


ABCE1 


14 


intronl 0 + (284-299) 


tcctctgcattttggcttct GCAGTATTACTGTAGT/A atttg 
tcattttcaaattaa 


2503 


ABCE1 


15 


intronl 0 + (840-853) 


tttxttggtttctttctttc <T) 13-14 aatcttggaggaatcttttt 


2504 


ABCEI 
ABCE1 


16 
17 


intronl 6 + (1163-1172) 


gattagaaatccaggttaaa (T)9-10 gttttgeacaaaaatattae 


2505 


intronl 6 + (1372-1382) 


taaaatttaatcaaaattga (T)10-11 ctcttagtcctcaaaccctt 


2506 


CHST1 


1 


intronl + 2475 


taaatggagaaaataacacc G/A acctgatagcattgttgtga | 2507 


CHST1 


2 


intronl +2612 


aaactccccaagcatgotca C/A ctagatccttaccctaggtc | 2508 
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Sc^J 


CHST1 


3 


intronl + 3900 


gccctgcccccactcccaga C/G ttgcggccctccagcccctt 


2509 


CHST1 


4 


intronl + 6520 


cctcccccagaggagctggg C/T acactggggccttgtgttgt 


251 0 


CHST1 


5 


intronl + 7534 


attgtgtgttggcatactgc T/C cacatggaaggatgctctag 


251 1 


CHST1 


6 
7 
8 

9 " 


intronl + 791 1 


ttttccttaggaagaaaaac G/A ccttgctgttttatgcattt 


2512 


CHST1 


intronl + 7963 


aaaacattcatgggggatta G/C tgctggctacgtcagagtca 


2513 


CHST1 


intronl +9173 


gcgctgccacagatcaggcc G/A aggtgggggacagaaatgcc 


2514 


CHST1 
CHST1 
CHST1 


intronl + 9701 


cccagaattctgaatacagc A/G gcgatgacgggactacgagg 


2515 


10 


intronl + 12132 


aacagatccacaggaccaga C/A agcaaaggggaggaacatgc 


2516 


11 


intronl + 12465 


atgcagBgaaggggcttggc G/A caaaactgtcaactgagata 


2517 


CHST1 


12 


intronl + 12561 


atgctccctggtccactttc G/A ctttgagtttcaggtagctR 


2518 


CHST1 


13 


intron3 + 529 


ccatggtctgcaggggtcct T/G catgctcaggggattggggt 


2519 


CHST1 


14 
15 


intron3 + 617 


agaggacagaggaaagagga C/A cacctggagaactgggcgcc 


2520 


CHST1 
CHST1 


intron3 + 796 


aagaggcttccRcagctgtc C/T gcaggttaaatcctggggtg 


2521 


16 


intron3 + 818 


caggttaaatcctggggtgc A/G aggaatgtttgttcagctcc 


2522 


CHST1 
CHST1 


17 


3'flanking + 762 


ataactggtacaggtttact G/C gtgtctacactggcagagaa 


2523 


18 


intronl + 7874 


Kttttccccttgccttgcct T/A cattttcetcacctoatttt 


2524 


CHST1 


19 


3'flanking + (335-349) 


cacactgccacacctggcta (T)12-15 geattttagtagagaegggg 


2525 


CHST3 


1 


5'untranslated - 294 


tccagcgtgccgaccggccc; C/G gcagcgcctccatccctccg 


2526 


CHST3 


2 


intronl + 96 


gcgtccaggcgcgcgcgcca G/A actttggagggagaaggggg 


2527 


CHST3 


3 


intronl +4467 


agagaflgaatggggcagagc C/G ggagcagocaggggaggtga 


2528 


CHST3 


4 


intronl + 4853 


ggatgagcactgcccagctg A/G tccctgcccaccttccacag 


2529 


CHST3 


5 


intronl + 4965 


tccactgcagaggggacaca G/C tgaccaggacggaagttggg 


2530 


CHST3 
CHST3 


6 


intronl + 5046 


gggctgtccatctttBtacc C/T ctggttccatcccagtgcct 


2531 


7 


intronl +5300 


ccttttcttctctaaggcct A/G aagagatgacagaatgctgc 


2532 


CHST3 


8 


intronl + 5354 


agcgcgtggactccacagcg G/A ggtgtggggtggcccctggc 


2533 


CHST3 


9 


intronl + 5428 


gacacgcttcagccctctgt C/G tctattgccccaaatctggc 


2534 


CHST3 


10 


intronl + 5621 


ctgtggcttccctgggccct A/G ggBaatttatcaotgBggtt 


2535 


CHST3 


11 


intronl + 6555 


gagtggggcactgctggaag G/C ttctggttcctgctttgttc 


2536 
2537 


CHST3 


12 


intronl +6990 


aaecaeectgggccacccco G/A tccccgcactgtgactacac 


CHST3 


13 


intronl + 7133 


ctgagggcctgtcctgcagg T/G ttgatgtgtctgaagaggcc 


2538 


CHST3 


14 


intronl +7161 


gtctgaagaggccccgagaa T/C agaaatctagaacctgccag 


2539 


CHST3 
CHST3 


15 


intronl + 7199 


cagtcacgaagcagtgtcac C/T caccagaggatgaagaactg 


2540 


16 


intronl +7316 


cttgcatctggtgtaggtgc C/T tgggggtagcgtgcocagga 


2541 


CHST3 


17 


intronl + 7967 


gacaggaaccccaccccgag T/G gatgtctggccctgtgacct 


2542 


CHST3 


18 


intronl + 11412 


gcttgcacttctgattcatt C/T tgcagtcactggctctttgt 


2543 


CHST3 


19 


intronl + 11591 


ccctggaagggcctcactgc G/A gtgacrt carta conagcatg 


2544 


CHST3 


20 


intronl + 12541 


aeecacacagcatgaatggg G/C ccagccccagcctgcccgct 


2545 
2546 


CHST3 


21 


intronl + 12672 


gtagccaoagctggggctgt G/C gggtcogggcatggcoaggg 


CHST3 


22 


intronl + 14809 


ggatgtgtagggt+tgggct C/T ggccttaagggatgggtgga 


2547 


CHST3 


23 


intronl + 16161 


gatgctggtcagEcattgtc G/A ttgggatctttaacaccacc 


2548 


CHST3 


24 


intronl + 16385 


ta+ttagcatgtgggtttca A/C ctttctgttttUcaaaggg 


2549 


CHST3 


25 


intronl + 33638 


gaottgggccacgtccttgg G/C catgaatcttggtctatgtc 


2550 


CHST3 


26 


intronl + 33878 


agcaagaaagtgtgctcocc C/T acagccccactcaggcataa 


2551 


CHST3 
CHST3 
CHST3 


27 
28 
29 


intronl + 34690 


agcacacatggagctttccc G/A cagtgggtttcagcgctccc 


2552 


intronl + 35145 


agEgaaECCBaagcctcact T/C gctggggcttgcctggcctc 


2553 


intronl +35340 


tgtgaagttttgcccacagt T/C ggtggccatggttcgcaccg 


2554 


CHST3 


30 


intronl + 35436 


gccactcatgtatggagcaa T/C tgcctttttttcttcctctt 


2555 


CHST3 


31 


intronl + 36150 


ccatagaagaggctgggcct G/T aggaagccagggaagcagga 


2556 


CHST3 


32 


intronl + 36194 


ggtgtggggaggccagcagg G/A gtgtgggcctcagcggggag 


2557 


CHST3 


33 


intronl + 36561 


ctctggtgtttgctgtcaat A/G tgcagagtgctggacaaaac 


2558 


CHST3 


34 


intronl + 37602 


ctggaacagcaacttaaaaa A/T agaaatagtccctggaaggg 


2559 


CHST3 


1 35 


intronl + 37725 


gggtagccagggcagctccc C/T gacccgcscctgcctttt 


2560 


CHST3 


36 


intronl +37734 


gcagctccccgacccgca C/G ctgccttttcacccctctcc 


2561 


CHST3 


37 


intronl + 38208 


gc cattcta gatgc ga gtc c C/T gactttggggtgcttgoa 


2562 


CHST3 


38 


intronl + 38219 


cgagtcccgactttgggg T/C gcttgoatt&tgggaaggga 


2563 


CHST3 


39 


intron2 + 255 


ctacagctgtgaaaggttag A/G caagatacttaacatttctg 


2564 


CHST3 


40 


3'untranslated + 2202 


acacctoagaggagcctgtg C/A tta a c a tttgta ggattatt 


2555 


CHST3 


41 


3'untranslated + 2569 


aggcctcatctggggtaggg C/G caagaggaaagtacagagtg 


2556 


CHST3 


42 


3'untranslated + 271 7 


ctggaatlcctccttagggc C/T ctgggaagagtattgcttaa 


2567 


CHST3 


43 13'untransfated + 2753 


cttaacgcaggatgtgctgg G/A tgttttgtttcgggctttta 


2568 
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12 50 


s^. 


CHST3 


44 


3 untranslated + ^oUU 


gf»tt trerr oi r+frf r ttrttt ft /T atffcctetfftttttcctttt 


2569 


CHST3 


45 


3 untranslated + ozoo 


m*rratrtrtTf¥tr****f<iB**tf*ttr ft/ 1 f+f^t PV It t CCtff CS C 33 tt 


2570 


CHST3 


46 


3 untranslated + oJ^/ 


r4n4raaafarO<r<-rrAHp T/ft R Pi flr.CCa f?Q tfOttC.\ U C attt 


2571 


CHST3 


47 


3 untranslated 378/ 


ir»lfrrrat(rtDcaoa+f(«r A/G f PP'P'rrt FFPant PfyfTSS ETtTP 


2572 


CHST3 


48 


3 untranslated + 3860 


ggccctgcraatEtggacag T/C agacstLdLCcctcciLCn. 


2573 


CHST3 


49 


3 untranslated + 43 1 5 | 


_ _ „ . ntocr^i.TitTr- rn ft/A tctetfrtcacatacacCECa 


2574 


CHST3 


50 


3'untranslated + 4993 


taaagcasaLvCBggcvtLt o//> twtitoigudfluivat.BWJk' 


2575 


CHST3 


51 


3 'untranslated + 5223 


ggaaggagcrtcagcaggag «/ r> iccuvuuugcuggus<jii 


2576 


CHST3 


52 


3'untranslated + 5370 


Lcataccigiaatcccagca i irc &&o& <, B& l -' t ' aa b& L &6& a 


2577 


CHST3 


53 


3 untranslated + 5545 


ccaitcccaaagxcagaaag i / gdagwwsg<iii«io«aB[j6 i '^ 


2578 


CHST3 


54 


3'untranslated + 5B59 


Gaaaagcacaaagcagaatt G/C gcaacttcacttgictca 


2579 


CHST3 


55 


3'untranslated + 5870 


cagaettggcaacttcac t / a xgicxcaagagcicc^g***. 


2580 


CHST3 


56 


3'untranslated + 5971 


ttccaaggctaeagacatgg C/T gccatcctcacaggoctagc 


2581 


CHST3 


57 


3'untransbted + 6208 


atttcatgtctgcatggtac G/A agacaccccttcacggca 


2582 


CHST3 | 


58 


3'untranslated + 6223 


tacgagacaccccttcac G/A gcatacactgccatggtatg 


t5<5«J 


CHST3 j 


59 


3<flanking + 281 


agacaggagtgttgggccaB C/T ggtcagggggcctggggatg 


oro* 

tvJD* 


CHST3 


60 


3"fianking + 997 


acctcttaaagtatttgagc C/T ggtgcctgtcatcccaacct 


QCOC 


CHST3 


61 


intronl + 22595 


cgggagceggaaaaaaaaaa A/A gaataagaagaaaagaggct 


on tm 

4JOU 


CHST3 


62 


intronl + (35423-35424) 


gctcatgctcacagccactc AT/A gtatgeagcaattccctttt 


ZOO / 


NDUFV1 


1 


intron3 + 670 


ctEEEtEeagtggggtggca T/C ggagttgaagacccagtcct 




NDUFV1 


2 


intron6 + 1 60 


tgtgccEgccccagccctga C/G catgoatccctttggggacc 


oei>Q 


NDUFV1 


3 


intron9 * 27 


accacccttctgcgtagcac G/A gagggtgggtggcatcaagg 




roun/i 


4 


3 T flanking +1111 


tgtaggctgaggtcagcccc A/C atccagtccaaagcccaccc 


£39 1 


NDUFV1 


5 


3*flanking + 1658 


gaatgcggaagtgctctgtg G/A gcacccaccatgctccgggc 




NDUFV1 


6 


3'flanking + 1713 


gatctggggcggagggtaca C/T ggggctggcgctgggtgaag 




NDUFV1 


7 


intron4 + 21 4 


tggtgtaaatlltUtU.il T/A gcttcaaaaatatagtattt 




NDUFV1 


8 


3'flanking + (772-774) 


tgaactcggggttcagggtc TTC/A ctgtgaacactggttttgaa 




NDUFV2 


1 


intronl + 526 


ggaaatgctggctaaataaa C /T ggtatcaaactaactctgaa 


2596 


NDUFV2 


2 


intronl + 66B9 


tcgttggatggtagtattgt T/G tgaacaacagaagaaattca 


£39 / 


NDUFV2 


3 


Intronl + 14767 


ccaaatgcatgccagoagag C/T gtggcaggaaggtacacaag 




NDUFV2 


4 


exon2 + 86 


aaggaatttgcataagacag T/C tatgceaaatggagctggag 




NDUFV2 


5 


intrcn2 - 29 


cagaagatcttactctctaa T/G Eaagctgeataacacttttt 


&DUU 


NDUFV2 


6 


intrcn2 - 168 


tttactttggtaatcatact T/G atcaaatgtgtgtttagaca 


cOU 1 


NDUFV2 


7 


intron4 + 677 


aaaccacatactatttgatt C/A tgatgagaatcacataacca 




NDUFV2 


8 


intron4 + 2295 


tatgattcaactttcaaaaR A/T gtattgtgatatgaaataga 


2603 


NDUFV2 


9 


intron5 + 102 


caacttctgccatcttattg G/A atctgtacttacctagtaat _^ 


2604 


NDUFV2 


10 


intron7 + 5466 


tggtaagaggctttaagata A/C caaatgctcagctttcagga 


2605 


NDUFV2 


11 


intronl +(13562-13563) 


tactcttGaaattaatcctt (C l l ) ttattataagtatacagtct 


2606 


NDUFV2 


11 


intronl +(13562-13563) 


tactcttaaaattaatcctt ttattataagtatacagtct 


2607 


NDUFV3 


1 


5'flanking - 606 


aattacgactaacgttgggg /Vvs cgaacxcxxigotaaaiaaa 


2608 


NDUFV3 


2 


5'flanking - 222 


cgccgcgcccccgccacagc G/A cccaggcgcccgcagggcac 


2609 


NDUFV3 


3 


5'flanking - 111 


tggccccaagggaggcactt A/G gccctactggggatgcgcgc 


2610 


NDUFV3 


4 


intronl + 137 


ttgggccgctgaccccgctc C/T ctgggcccaggactgaccgc 


261 1 


NDUFV3 


5 


irvtron2 + 152 


tatacaagacacaagatcta T/C aacagattttagaccaaaca 


2612 


NDUFV3 


6 


intron2 + 6304 


ttcacagatgaaggggxxcc va/M aaauuigiwwgdddjsdw 


2613 


NDUFV3 


7 


intron2 + 6433 


tcgccttcgtcttcatcctc i/v» i;ccagctcc«jvga^n.vfeci 


2614 


NDUFV3 


8 


intron2 + 6563 


cctxrgaaaacagagccccc 0/ 1 sagiuiw hi,ui tua gbauBo 


2615 


NDUFV3 


9 


intron2 + 9619 


aCtaXCtTuCLgtgCgCaXgC Va/M Cdgdgui<cticci.i£Liagogu 


2616 


NDUFV3 


10 


intron2 + 9858 


agsaigccagcxcixtaaax. <j k ^ LL.|^itn.»-^k_.». a 


2617 


NDUFV3 


. 11 


mtron2 + 11 673 


««r^a q gr g<-p4-p-4- A /ft "tp^patfccaartcattcata 
cxxggiaggiaagcgccLgw v> ^6^& c, s v ' i ' cit, cs v ^» ti * u^awa 


2618 


NDUFA10 


1 


5'flanking - 1 734 


fA<ka/>Mtoaa/«taHtdrl T /ft tppt erfaSCC Sttta C CCtt 


2619 


NDUFA1 0 


2 


5'flanking - 1492 


aaaacatccacgcaaacagg T/C tgtgagaagttacgtctgcg 


2620 


NDUFA10 


3 


mtron3 + 370 


aagactgtgcatgtgccatg C/A agBcagagatgtggatgcca 


2621 


NDUFA10 


4 


intron3 + 2485 


ttffttattttcttttctctR G/A aatgcagtgatcagttgaca 


2622 


NDUFA10 


5 


intron4 + 236 


ctgtgaaagcaga+tggagc C/T ctggacctcaaacacacgca 


2623 


NDUFA10 


6 


intron4 +1742 


tgtcggcatctpcteastgt C/T tgctgaagtctgaggactgg 


2624 


NDUFA10 


7 


intronl + 2090 


HHCtgggggaaagcagatca T/C gttggctaaaggacaggtgg 


2625 


NDUFA10 


8 


intron4 + 3054 


cagctgattatactactgaa A/C cgggataaatgcagcttgat 


2626 


NDUFA1Q 


9 


intron4 + 3066 


ctactgaaacgggataaatg C/T agcttgatgattttcagctg 


2627 


NDUFA10 


10 


intron4 + 3377 


gtcacagtttoaatgctgct G/A ttttactctgtgUagtaRc 


2628 
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Nol 


#^3© 


IB M 




NDUFA1 0 


11 


ntron5 + 46 


nAfrrfitrtetattttcaate T/C aeatcaccactaaaasccct 


2629 


NDUFA1 0 


12 


ntron8 + 1465 


trr-»ftror»r rflPttnftteeta C/T aeErcctcatatccaptcgtsc 


2630 


NDUFA10 


13 


ntron8 + 1 809 


r/'+iTDtie-o , rflrRapcfltPff , r G/A pFffPcactcaacttccctCt 


2631 


NDUFA1 0 


14 


ntrono + 11226 


o-H-o+crf erArtp-fiTtp-f'P'Pft A/G tctCaCCtctC£&ECt£Cd£ 


2632 


NDUFA10 


15 


ntron8 +11319 


a+<«++<y/» /•♦**■* r>**+rfttrcfi G/A tctettcafrecttcaatcct 


2633 


NDUFA10 


16 


ntrono + 1 1 386 


r^ataAt/'rtAffrtl'fffiAftr C/T tCCLllltCCCtgctgaCCC 


2634 


NDUFAIO 


17 


ntrond + 12301 


Q C2 LB flLXG Lt&to odUo Lg V^/ 1 UpvlWwWtjVB al ' OL > ,vok 


2635 


NDUFA10 


13 


ntron8 + 13361 


*~ /«.c/*+im*+evti"fri"' fi/A ft a t^ttc t a g catttt ctta 


2636 


NDUFA10 


19 


intron9 + 1 83 


1 t i _a _+ -,-t. /TCDnnff^tcil Cm/ A flactrrtcflffatEfacaCCCC 


2637 


NDUFA10 


20 


intron9 + 6669 


aataBtaatgaccatticxg <j/ i a aa ucd wg«»*i l u.^ llli 


2638 


NDUFA1 0 


21 


intron9 + B028 


^ ^^y-.^^>rfr-^-^^ /*Yt- n / A ♦ <ra^+o+t scroops ana o o\ 

gaggacattccacagaacgi 0/ an igdci<ikidg<igi««j£«i<>&gi. 


2639 


NDUFA1 0 


22 


intron9 + 10742 


ctEgBggagaggggtgRagc C/G agttcagccagcactggggt 


2640 


NDUFA10 


23 


intron9 + 1G9B5 


aeaaoeefittacacaggagc A/G cacttctcagggagtggtgt 


2641 


NDUFA10 


24 ! 


intron9 + 109B9 


agggttacacaggagcacac T/C tctcagggagtgglgtgacg 


2642 


NDUFAIO 


25 


intron9 + 12601 


ctgtgaatcctctcacctgc G/A tgaagggcctggctgcctct 


2643~ 


NDUFAIO 


26 


intron9 + 13908 


oacattgttatgtaaccaag C/T ctggaattgcagtgtgaaga 


2644 


NDUFA10 


27 


intron9 + 1 391 t 


attgttatgtaaccaagcct G/T gaattgcagtgtgaagaact 


2645 


NDUFA10 


2B 


intron9 + 14064 


tcttgactattagaaaccct A/G tcagataaattttaaaacag 


2646 


NDUFAIO 


29 


intron9 + 14184 


tggctttggttgggaacagc G/A agagatacagaaccgacggt 


2647 


NDUFA1 0 


30 


intron9 * 1 6487 


cttgaagctgatcgttccct C/A ct+gaagctgategttecct 




NDUFA10 


31 


intron9 + 1 6779 


gccagacgtgactgctttag G/A ttcctcatgacattcegacc 




NDUFA10 


32 


intron9 + 17663 


ttccaaatcaccccagaact T/G tgoagtattttgaagctcct 


2650 


NDUFA10 


33 


5'flanking - (1668-1659) 


gtaaaattgttttaactaga (C)9-11 ttcctaaaccaaggtataaa 


£Oj 1 


NDUFA10 


34 


S'flanking - (1355-1334) 


ctgtatccattggaaggcoc (A)15-21 tgcaaaggaaacaaggcaaa 


2652 




35 




tgEcggggtggcagggtggc GGGGTGGCGGGGTGGG/A gag 


2653 


NDUFA10 


intronl + (46-61) 


cagttccacstctcccc 


NDUFA10 


36 


intron4 + 2486 




2654 


NDUFA10 


37 


intron7 + (1600-1601) 


ca cttcc attctga ctgtta (A) cggtgtgattcttcctgcca 


2655 


NDUFA10 


37 


tntron7 +(1600-1601) 


cacttccattctgactgtta cggtgtgattcttcctgcca 


2656 


NDUFAIO 


38 


tntron9 + 1 054 


gcgcgtgctgtttctccctt A/ A tctgtccttgtacacgtgtg 




NDUFA10 


39 


tntron9 +{8161-81 72) 


tttctcgctttctgggagac (T)10-12 aatgttgaaaatetgtgttt 




NDUFAIO 


40 


intron9 + (8646-8847 


aattcccccattgcttctct ( I I ) ctgtagacatttteaaccte 


2659 


NDUFA10 


40 


intron9 + (8646-8647) 


aattcccccattgcttctct ctgtagacattttaaaccta 




NDLIFA10 


41 


intron9 + (16503-16523) 


ccctccttgaagctgatcgt TCCCTCCTTG 
AAGDTGATCGT/A gtccaagatagttgctagga 


2661 


NDUFAIO 


42 


intron9 + (17905-17936) 


caaatatatgtetacatgta (CA)1 2—1 8 tccttcatgaaaactctttc 


tow* 


MGST1 


37 


5'flanking - 1376 


ttaateaatgtttattcaat T/G aaaccaactgctaatattct 


2663 


MGST1 


i 38 


intronl A + 147 


cctggagattttaactttct G/A cgaagtttttaaaaacaact 


2664 


MGST1 


39 


intronl B + 36 


ggagaaggggaccgcatgca A/G agggtggcaggcagggaggg 


2665 


MGST1 


40 


irrtron1C + 456 


CCCCttgcgacggttctcac 0/ i tgigccccacTtccccagxo 


2666 


MGST1 


i 41 


intronl C + 719 


gcccgcaagcaxxgcxgiau m/ u gcdtttcggutiii'ijatiBag 


2667 


MGST1 


42 


intronl C + 985 




2668 


MGST1 


43 


intron2 + 3083 


aaaaaatttgtagauaxggg i / v» a cicccui&ugcccBggc 


2669 


MGST1 


44 


intron2 + 3106 


tCCCtatgTlgCCCaggCXg M/V» LC ttgi3c3LLt.LLg^^t.l.^a«l 


2670 


MGST1 


45 


intron3 + 1 703 


ttctcitctaagaagaagrc i / 1-* gigc Bgaia&uogi«a\j<iaa 


2671 


MGST1 


46 


intron3 + 2557 


tcca^catcttccctttcca T/C ttttaagttagao'ttttttt 


2672 


MGST1 


47 


intron3 + 3032 


3gagacaTXvagaaiaxziiri u/ «» LuiLLonq^ ia b Q b a « 


2673 


MGST1 


48 


intron3 + 3045 


aXaxatlCCCtcCaaagglo V»f\J Bgamoo lluou igaga 


2674 


MGST1 


49 


intron3 + 3289 


III _f ill iiH r j-r r rr r T /A r*(~rt/ ,L PCeCCCflaBflff&CCCS 


2675 


MGSTt 


50 


rrtron3 + 3885 


gSagCXgCCgCLCCagjga<?g vj/ v> t>£ Li»LBt.t»6iLB6B6B«BWB 


2676 


MGST1 


51 


intron3 + 3976 


»TiTi-ioo^+rT(nr(«ar+(H-H' fi/T nf;tf fffie ca ?a?tctcaaaa 


2677 


MGST1 


52 


intron3 + 4298 


tgtcaactgcirtaacacaKg G/T gtagaagtggocattgtttt 


2678 


MGST1 


53 


intron3 + 451 9 


tttaatagaaaatggtattc G/T tgtcttttctttcccatctc 


2679 


MGST1 


54 


3'untranBlated * 603 


gggtaaacccattttgaata T/C togcattgccaatatcctgt 


2680 


MGST1 


55 


3'flanking+ 147 


tatttgctttccttctctct C/T tgttttctttttctctgaaa 


2681 


MGST1 


56 


3 , flanking + 237 


caRcacgtttttcctatgaa C/T aagscattctccaaataact 


2682 


MGST1 


57 


3'flanking + 1318 


tggctctgtetacat*aEca T/C goaogcgtgcacgcgcacac 


2683 


MGST1 


58 


3'flanking + 1331 


atgaacatgcscgcgtgcac G/A cgcacocacacacacacaca 


2684 


MGSTI 


| 59 


intronl C + (904-923) 


tgegattatctttgetaatt (A)18-20 ggcaaatcagtccaaatttg 


2685 


MGST1 


I 60 


intronl C + (3433-3434) 


ccccttcaatactagaacea (AA) gcagacacattaaatgttac 


2686 
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Na 
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MGST1 


61 


intron1C + (3433-3434) 


ccccttcaatactagaac2a gcegacacattaaatgttoc 


2687 
2688_ 


MGST1 
MGST1 


62 
63 


intronl C + 5145 
intron2 + (552-563) 


actatttcaatttttttttt T/ A ggagggggagacagagtctc 
cccagcattataagaatgac ("09-1 3 aagtgcagatgtggggaggg 


2689 


MGST1 


64 


exon3 + (172-173) 


taecatttggcaeaggagaa AA/A tgccaagaagtatcttcgaa 


2690 


MGST1 


65 


intron3 + (152-1 58) 


agaaaactggatgtctgaaa TTGACA/ GTCC AATAT cactg 
cacttgtatgtgttg 


2691 


MGST1 


66 


intron3 + (2198-2200) 


ggattttagattcctcccta CTA/A ttctttccgaccttccaccc 


2692 


MGST1 


67 


intron3 + (2571-2580) 


tttccatttttaagttagac (T)9-10 cacctctctcgttacttcag 


2693 


MGST1 


68 


intron3 + (4682-4683) 


tcctcttcatgtctctatgt (GAGATGTTG 
TGGCTCACAT) agtcatcctctttgtgagac 


2694 


MOO 1 1 


69 


intron3 + (4682-4683) 


tcctcttcatgtctctatgt agtcatcctctttgtgagac 


2695 


MGST1 


70 


3'flank + (1359-1360) 


acacacacacacacacacac CC/A tgctctggagttgggcaact 


2696 


I j« ex ct i 

Muo 1 l 


71 


3'flank + (1 889-1 891 ) 


ttagaatagtttctaactat ACT/A tttectcccaagagaagctt 


2697 


rnvtu i / 1— i 


1 


^'untranslated + 864 


ctttctgatttttgatagtc G/C gttgaagaagggagtttgaa 


2698 


Uu 1 Zn I 


1 


5*flankbi2 - 1602 


ataacatcttctgcagagaa A/C cttcaatggaaatacactca 


2699 


1 ITTO A 1 


c 


fTflankirt* - 1480 


tacagattatctttggtgat G/C ggagagcttagaagagacat 


2700 


Uu 1 tn 1 


3 


5'flankine - 1406 


atttcagaagatttattaac A/T tgaaaaggatcactctgctt 


2701 


1 1f*T0 A1 


4 


5'flankrng - 138B 


acatgaaaaggatcactctg C/T ttattcacagacatatgcat 


2702 


Uu 1 ZAI 


5 


"Vflankbiff - 935 


aaattattcaatctctttgg G/A cagtggtttctttttctttg 


2703 




g 


^'flankinp — 287 
o ii<siimii|» fc** » 


ccteaatfftagagttgagat G/A tacagaagctttatccaatt 


2704 


1 If TO A 1 

i ZA 1 


7 


^'flankine — 128 


gagaagtaagacacattacc C/T etaaetctgtaaatotccta 


2705 


Uu I Zn 1 


g 


til Li mil l ' 


cattgatcagggtgatttat C/T catgctaagcttatttaatt 


2706 


Uu 1 ZA 1 




intmnl + RZ? 


tatattgatcatgttgatac A/C tttata ca catattt gt ct a 


2707 


Uu 1 Lf\ \ 


10 


irrl-mril + 1921 
If Hi Ull 1 1 1 ■ 


ttttaatctaataagcaatt C/G aggaccatctaaagggaaat | 


2708 


UGT2A1 


1 1 
J l 


intron i i «♦**© 


aggtgcttacaggcaacatc C/T acatagcagtctgtggctgg 


2709 


Uu I ZAi 


1 9 


it-bf rnnl -+- 90/10 

intron i T tuuu 


gacacattagcttcttttct A/G cagatctctgttctaaaaca 


2710 


UGT2A1 


1 1 


intron i T ji ■ © 


cttaaaattctttaatgaaa T/G cattgcaaceaatttatetc j 


2711 


Uu 1 ZM 1 


14 


ii^mnl +3191 
intr *?f 1 1 ■ v i j i 


ataaatagaacaactcccta A/T gtttacttctctgcagtgga | 


2712 


Uu 1 ZA 1 


15 


intronl + 3770 


atcaccaeataatttactat C/T cattaaggagtaggtcatca 


2713 


1 lriT9A1 
Uu 1 ZM 1 


i fi 

1 u 


intmnl -4- 45B4 


tgattggttagaatctttga A/C aaatcttctagtatcattcc 


2714 


i |fiT9A1 
UU 1 *J\ 1 


17 


int rnn1 H- 4854 

II III VI 1 ■ 1 


tactctgtgcattgttaata G/A cctatcacttgtggtctgcc 


2715 


UU 1 tn I 


18 


intron 1 - 19146 


Ctgtttaaattctcattcaa C/T ggccacatggttaaaataaa 


2716 


UU 1 irVl 


19 


intrant — 1 8346 


atggcaatatttttagaaat G/A ttoactcccaataatgaata 


2717 


UGT2A1 


20 


intron 1 - 18218 


tatatcattattttaactta T/G agatagcactagccctaatt 


2718 


UGT2A1 


21 


intronl - 1 7937 


ctcctaataatttggBctca C/T cataottattcagcactatc 


2719 


UGT2A1 


22 


intronl - 12585 


ttccacacsgggacaagtca A/G cagaggaaatttttcttgct 


2720 


UGT2A1 


23 


intronl - 11430 


aacaaaggt+tattttctta C/G agttctgatggctagacgtc 


2721 


UGT2A1 


24 


intronl - 10761 


tttaaaatatgcatgtattt T/G ccacttttaaaaactatatc 


2722 


UGT2A1 


25 


intronl — 381 


aaatcctccctccttccttc C/T tttcccaggccccaotctac 


2723 


UGT2At 


26 


intronl - 329 


ttccctttctccttttctcc A/G tctctctctcttcctctctc 


2724 


UGT2A1 


27 


intronl - 41 


ttttcteetcaecaaacata T/A aagctaatttcctccatcca 


2725 


UGT2A1 


28 


intron2 + 263 


caccttgatactggacttgg T/C gggacagaaaaccagatcat 


2726 


UGT2A1 


29 


intron2 + 454 


agaaagcccatteaaataag G/C csgggtttttaggttttaat 


2727 


UGT2A1 


30 


intron2 + 554 


aaaaactttttteagttgac A/T atggtgagtttagtttctga 


2728 


UGT2A1 


31 


intron2 + 1113 


ctgcaggcaagctctagtga A/T tgtttattataggaa8taat 


2729 


UGT2A1 


32 


irrtron2 + 1 304 


gacaaatcagccatgtttta C/T aatagcagacattatgccat 


2730 


UGT2A1 


33 


intron2 + 1305 


acaaatcagccatgttttac A/G atagcagacattatgccatt 


2731 


UGT2A1 


34 


intron2 +1367 


atepatateeectttefrea a A/C tatgaataccaaccatgggt 


2732 


UGT2A1 


35 


intron2 + 2074 


aaattttttcttagacctat G/T aatcaaaggaggcatacagt 


2733 


UGT2A1 


36 


intron2 + 2164 


attttattagatataactgg A/C atgctaa caattttaaaagc 


2734 


UGT2A1 


! 37 


intron2 + 2298 


taacaatttcagttagcatg A/C gaagagttgtcccttattta 


2735 


UGT2A1 


! 38 


intron2 + 2346 


tttctetaatKgttttfictt T/C catgcttggacttgtoatca 


2736 


UGT2A1 


39 


exon3 + 922 


gtgttgtggtgttttctctg G/A gatcaatggtcaaaaacctt 


Z / o / 

2738 


UGT2A1 


40 


intron 3 - 217 


aagcttagaagtgataasta T/C caaaacaataatsctatact 


UGT2A1 


41 


tntron3 - 194 


a a a ca ate ate ctata ct gg G/A tagactattagtacaagact 


2739 


UGT2A1 


42 


exonS + 1171 


acggagtccctatggtggga G/A ttcccatgtttgctgatcag 


2740 


UGT2A1 


43 


intron5 + 1546 


tttttaaaattcagaaactc A/G gttatggtgtattcttacaa 


2741 


UGT2A1 


44 


intron5 +1547 


ttttaaaattcacaaactca G/A ttatggtgtattcttacaaa 


2742 


UGT2A1 


45 


intron5 + 2013 


atcatattcattaccctccc G/T ctattattgtattttgaatc 


2743 


UGT2A1 


46 


intronS + 2318 


aatttagtgotttttcttaa C/T ggaagtaacctgcttaaaaa 


2744 
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aattgacttttatlaatac G/A tacatgttgtataagtcate 


2745 


UGT2A1 
UGT2A1 


47 i 

48 i 


ntrono + 2 0U0 1 
ntrono + tbM 1 


agactattacaaagttgtt A/G gttgctgacaattttgttca 


2746 


UGT2A1 i 


49 i 


ntronS + 4UU9 1 


'aatccaggctggaactttt C/A ttccagacacaaaccaaaat 


2747 


UGT2A1 


50 i 


ntrono + 4ol 1 * 


□tacagacectgtccttttc G/A tcacaaacatacagatgtgt 
aectcacacogtatCQoast T/C atttttggaaaaattatgct 


2748 
2749 


UGT2A1 
UGT2A1 


51 t 

52 i 


ntronS + 4545 

ntron5 + 4616 _« 


acttttttatgtctaeattt G/C atcatactgtgttaagcata 


2750 


UGT2A1 


53 i 


ntron5 + 4717 j 


tRcaagaattatattttctc C/A acgtaactatggccttoaac 


2751 


UGT2A1 


54 i 


«on6 + 1524 


gctatatttttggtcataca A/G tgttgtttgttttcctgtca 


2752 


UGT2A1 


55 : 


3'untranslated + 1683 


aaggagtttaacaaaaacac G/A tctcccatcctgtttccaaa 


2753 


UGT2A1 


56 : 


3'fl3nking + 685 


aatctagaaaataattatca T/C ttttateeaatttttagtca 


2754 


UGT2A1 


57 


ntrof 1 1 ^io5>o/ i o^/u—f/ 


ctccoaattagattgattag TAT/ A gagttcct^gggttactggt 


2755 


UGT2A1 


58 


ntron! - (18862-18803) 


aatacattcttcccccttce (AC)14-17 atgcttactggcctatttat 


2756 


UGT2A1 


59 


ntron! - (17463-17447) 


aaacttagaaacctctattc (A)16-27 gtaaogaaaatggcagagaa 


2757 
2758 


UGT2A1 
UGT2A1 | 


60 
61 


ntronl - 10860 
ntron2 + (528-538) 


attcaatgcaactttttttt T/A gtaatggcagaattageaca 
ctgttaggaaacaattggtt (A)8-10 ctt+tttgagttgecaatgg 

, , . . . .... / atVj 1 « 1 _ 1 1 1 1 L- > 4 I. nt r- 


2759 
2760 


UGT2A1 
UGT2A1 
UGT2A1 
UGT2A1 


62 
63 
64 
65 


intron2 + (1514-1 533) 
intron5 + (916-91 7) 
intronS + 1 163 
intron5 + (381 9-3838) 


ttgtgtgtatgtgtatgttt CGI jQ-i 1 tattttaatgaattaaxaxc 
gcttagtatattatatatat AA/A gtctatatatatagcttagt 
caatatttatgtcatttttt T/A ctcacatttactctgtttcc 
aEScagacagacacacaaac \.rw~>jo • c ^.^,a«^^»«ll-<«lc^«'« J * l ^» , -« 3, -"-«-■ 


2761 
2762 
2763 


UGT2A1 

OATPl 

OATP1 

OATPl 

OATPl 


66 j 
1 
2 
3 
4 


intron5 + 4785 

5'flanking - 916 

5 T flanking - 843 _J 

5'flanking - 526 

5'flanking - 172 


tatcttcaatgaoaataaaa A/A caaaaattgtctaatttctg 
acapa^taeatettcaataa G/A tatttgttgtatctgtgaga 

- - - - -■ «- n/A q|-n4 it4 d l~ tftfl 111 gggatt 

aaatgtgtgoctgtatgxxa i/w acarc^idirfi ua i« i i-l^u 

. ■ — / A ♦■(rtntt'i+ta'jaaotaapfa ! 

acaaacacaectcaaagtat w a tgiRLta naaaagiaguLa 


2764 
2765 
2766 
2767 
2768 


OATPl 
OATPl 
OATPl 


5 
6 
7 


intronl + 206 
intronl + 454 
intronl + 999 


xj. ««-.... ■ ..ii.-.at - r* /n •t-'s o »a4"CTCT/*t++£r5» trapant"t 

a « itiji jit / A fnairnanantirffArAl It 1 f* 

gtttagcaaggttagatatt A/U atgtggatgtxaagacaaaa 


2769 
2770 
2771 


OATPl 


8 


intronl + 1223 


ttgctagaagctagtaggdc l#/ i agcrtLBxaaatacae* a &* ai 
i 1 1 i ii r j- -n+rr T/n wtnt&ggggaftoagcaatg 


2772 
2773 


OATPl 
OATPl 


9 

10 


intronl + 1326 
intronl + 1336 


gcaacccatgtgttttaggg «/ m aaaagcaBugag&n>c»i.eai 


2774 


OATPl 


11 


intronl + 149B 


atagtttgetcttaagaata u/ 1 acTCTgagaaggcxxaxag\ 


2775 


OATPl 


12 


intronl + 5041 


ttatgctcccgaggagttag C/T tetctaaatgeataaggaga 


2776 


OATP1 


13 


intronl + 9532 


aaagactgggagcacttccc A/G atgacaaatactagactaga 


2777 


OATP1 


14 


intron2 + 198 


ttacctcatatxaacaccxa m/ w a«iuBi/Ld(/oiait.tiLo^ 


2778 


OATP1 


15 


I ntron 2 + 961 


it--tjLi i i i i ij it A /€X i»fT+&tr*af*+^<il 1 1 frfrarftt 

aaaaagrtaxaLagaaaxai m/ss <t6Lgi.wn*iui»in.uiofin 


2779 


OATP1 


16 


intron2 * 1110 


nfAfa^fMrtfrHraariTr T/C +ta ffatcttaPCCtptatCB 


2780 


OATPl 


17 


intron2 + 1419 


a^atf^i^taacraarTfra'tecaEi T/C SECaataSCCtatKtRBKaag 


2781 


OATPl 


18 


intron2 + 3339 


tatggtttgcaaaaaactta T/C tcgtatatttgtttttttca 


2782 


OATPl 


19 


intron3 + 66 


/.i<TirT»<it(nnrrrt(r(»artt T/C cctctctassaKcaatRCtt 


2783 


OATPl 


20 


intronS + 205 

• n . Arm 


f- au iii ifl»i>aatttnrflr A/G atereffcatttEEEacctttt 

aafCTaafasArtttcTAOttfi O/T t ggatttttSgtggata B3t 


2784 
2785 


OATPl 
OATPl 


21 
22 


intron3 + 6377 
intron3 + 7238 


4.___4.- r »-.^— — j ) 1 1 i«aaa fx/ A M+fi+rtteettatotcata 

XgaaTgTcacaTTXCriooa A\ li16vbWjviwjiwm*bwj 


2786 


OATPl 


23 


intron4 + 1016 


-r»i-+i~*rrTTQ-H-«>-a+«T++ T /' w ctcrcra anttP"CaPt32tCCa 


2787 


OATPl 


24 


intronS + 110 


ffroxaafn^oaotaffairt A/G trrrt pprac a E+terECCttc 
xccacaacgaxgaguigagL \a •■''imB i ' oi,o B , - , -6&" M " w 


2788 


OATP1 


25 


intron6 + 496 


aoiafrtaaati'ataaorca A/G LLllata*-' LLdTttfiCSffa DC 


2789 


OATP1 


26 


irrtron7 + 1934 


oaatrtaoaarfraaAttaasa G/C t E3 E33 CttESEC ctpaatP 


2790 


OATP1 


27 


tntron7 + 2140 


♦•^ rtootcr»rw~ r>nnt na^tr A/G ffCatctctEflRRSTRKHaCC 


2791 


OATP1 


28 


tntron7 * 2365 


f nQ rTtt a+ ^ rin r.t C/T pattttcctccaRactttac 


2792 


OATP1 


29 


intronS + 88 


<r/*a>ArtrrtAnirtt?Aast G/C ttttacEatattttttsa ct 


2793 


OATPl 


30 


intron9 + 534 


tcatat+ttgtatttta&ag G/A ttatotgggttttactgaaa 


2794 


OATPl 


31 


introna + Icoo 


tattcttctgagataaatca T/C tgBaggagtggctatgtggt 


2795 


OATPl 


32 


intronl 1 +215 


ttcactcctattcctcgcta C/T ttttcttccttatttcttag 


2796 


OATP1 


33 


intronl 1 + 663 


ttcttcttcttttggagctc T/A aaagtagagttcagttaatc 


2797 


OATP1 


34 


intronl 1 +999 


otcatcactgcatgagagtt A/G gaattatctaactttgtgat 


2798 


OATPl 


35 


intronl 1 + 16727 


tttcttttatttacaaactt A/G tttacttttcaggtgtatga 


2799 


OATPl 


36 


intronl 2 ♦ 48 


ctatcagaacaatattatta T/G tattattttttattacactt 


2800 


OATP1 


1 37 


intronl 2 + 686 


tatgttttgataaactttgc C/A gtacaaataaagaaaattga 


2801 


OATPl 


38 


intran12 + 708 


tacaaataaagaaaattgaa A/G tatttcGaaataaateeagt 


2802 


OATPl 


39 


intronl 3 + 418 


tctctggtctccaaaatcat A/G tattttctccctctttacat 


2803 


OATPl 


40 


intronl 3 + 436 


atatettttctccctcttts C/A attttgctgaaacaatcttc 


2804 
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OATP1 


41 


3'urit ran slated + 2130 


gtctttaagaacctaaaaaa C/A ctcttaactceaaataataa 


2805 


OATP1 


42 


3*flanking + 57 


□gtgactaaagtttttctta C/A aaacaagtgtctgaatcaaa 


2806 


OATPI 


43 


3*flanking + 572 


aatacactatggttatttat G/A tgtactataaatggagtgag 


2807 




44 


3*flanking + 788 


atttcctaaatgatcagatg C/T atcatatgaaaaaagaaagc 


2808 


OATPI 


45 


3'flanktng + 1356 


aggtgactgacataaatggg G/A gcagaggacataatgaggtt 


2B09 


HATPI 


46 


5'untmslated - (189-188) 


attttctaatctgtattaaa (A) gcgttccaggtatttttgta 


2B10 


OATPI 

KJf\ 1 i 1 


47 


5'untmslated - (189-1 B8) 


attttctaatctgtattaaa gcgttccaggtatttttgta 


2811 


OATPI 


48 


intron4 + (725-726) 


tgatctttaatagcggggaa AA/A caggcaagtacgctatagtt 


2812 


J r I 


49 


intron4 + (1082-1083) 


attgagtcaggaaaccaaaa CA/A gtttcaaaaatttgaaaaat 


2B13 


nATPi 

vJM 1 n J 


50 


intror»4 + 23D1 

LI I LI UJI^ ' LvW r i 


aatgtcatgtcttttttttt T/ A eatgcagogtgtacaaagga 


2814 


VJA I rl 


51 


intra nS -t- (741—246) 


attgtatgtgcatgtgggtg TGTGTG/A catgattgtctttgtgatat 


2815 


UA 1 r£ 


i 

i 




ggataaggcaacccctatgt A/G tcactgctgcaggagGggga 


2B16 






d TianKing cow 


aacataeEraatetecaeaec C/T ctctcceeattagacaagag 


2817 


OATP2 


O 


3 nanKing • 


+ojatcat'arr5iffa0ctttffa T/G c£tlt&£tcsctataHaaaca 


2818 


OATP2 




^•flar-.LrlMO — 179*1 

u nanKing i / to 


trtttraEractteaaaeecc A/G tcatatttcatcaEagctgt 


2B19 


OATP2 


5 


□ flanking — lloU 




2820 


OATP2 


O 


3 TianKing o 1 1 


♦a+o+^natattrt'p+a+sir ?» G/A gtaaaagtgtgtatHftatrt 


2821 


OATP2 | 


7 


intronl + 7188 


aarcaxrcgaaatiTQagaa /vu aaaatas.gi.tc<igd^rf«i«»a«3 


2822 


OATP2 


8 


intronl +■ 7331 


gtgaastgaggaacaasgtg T/C ccacciLii.in.cci.gaata 


2823 


OATP2 


9 


intronl +■ 7331 


agagBgOXBtgOoBXaglHL I/O kUClggggenguiggggda 


2824 


OATP2 


10 


• _«_, _ _ -f "TOO A 

intronl /ooo 




2825 


OATP2 


1 1 


intronl t /UDo 


Htf^nttAtatmd itiii T/A naAftaaaeatttcetaatat 


2B26 


OATP2 


12 


intronl + 7959 




2827 


OATPz 


1 ^ 

I o 


inirorii ^ duo u 


frajiAaaaa+fyiT'frpter&aat't A/T atcaaflff sccascttattao 


2828 


OATP2 


14 


intronl * hi 09 


af ottai attrtatatflflflfl G/T agteacrttgaafftaaaaagt 


2829 


OATP2 


1 c 
IO 


inironi ▼ lui^o 


♦<~f qtrtHrrt-armtfft T/G tcca^cat+gBcctaffcaea 


2830 


OATP2 


1 b 


intronz -*■ 1 yo 


trrafto 9(T+eat-|-hr"t~H-rr0'r > fi/ A a ft£> 1 > t M pat gr "t~ta ata g 
IgalladglHULw LLljjg\< %*r ^ «d€l wk Vk Lga kgi< i ui p 


2B31 


OATP2 


1 / 


inrronz — i uzu 


4 * o--a a\ c*-zLf- z*cj a v mt* C\ /A tppraerteataapffaaaflafz 


2 832 


OATP2 


1 o 


intronz + i *» ooo 




2B33 


OATP2 . 


1 9 


intronz + i 4s#ji 


gttsgttaataacagasasa A/T tatcagaaal 1 1 taaaaaat 


2B34 


UATPZ 


on 
zu 


tnt»vtri9 + 15417 

intronz ■ i otj / 


firtnnnR+AAfffAAffRtPB A/T tattctatattatactacta 


2835 


OATP2 


Zl 


intronz * zuozo 


■Hflta-i aaoacataraaaar A/C aMtlcfrtafrtaggggaaata 


2836 


OATP2 


Z£ 


iraron^ ▼ ^uooz 


rtfl(70Praa»+aaaffrt+ra f5/C taap^aPF+2'SGattflB PCt 


2837 


OATP2 


Zo 


intronz * zusov 


ai-eranfTan^»ntT*»aiTr.afTtn+ A/G ceacagataaatgaagtgag 


2838 


OATP2 


o^ 
Z4 


;. ,f r „. . o 4. 91 IRA 
intronz. • i oyu 


H«taftaa»rtota+++r+ca T/C tas+ectttttfirlcraataaa 


2839 


LI A 1 HZ 


zo 


intmn9 4- 


tatatacacaatacctgtcc A/G gaagatgtggtataagccaa 


2840 


OA I HZ 


ZO 




tatcaatacttatgaagaga A/G ctaactattctaactaggga 


2841 


AATD9 




in+rrtn? + ?P7fiO 
inuont • / uv 


ttccccacctcctgttggtt C/G tcctcttaaacttctccttg 


2842 


OA 1 r ^ 


28 


irrtron2 + 231 99 


cctatctgcacataacatta C/T aaacttatggcaattataaa 


2843 




29 


intron2 + 2321 8 


acaaacttatggcaattata A/G aactcaatacatattatact 


2844 


0ATP2 


30 


intron2 + 23330 


gcccttgttcctgttcctct G/A tacctgcctcaactacatag 


2845 


IvM 1 f £ 


31 


intron2 + 23673 


ctggagacggtagctcaaac T/G gaggatgaaaatagacattt 


2846 


OATP2 


32 


intron3 + 89 


ggttatcaactggggtaaat T/G tatctctcaoaggcaatttg 


2847 


OATP2 


33 


intron3 + 224 


tgctaaatattctataatgc A/G caaagaatgatgtaactgaa 


2848 


OATP2 


34 


bitron4 + 97 


ccctttaaataggcagttac C/A ttttgagaegatacccacta 


2846 


OATP2 


35 


intron4 + 568 


ttcatgatccaaattgtggc A/G acgtatttccaggcaacaag 


2850 


OATP2 


35 


intron4 + 599 


aggcaacaagatagaagaag A/G aaagaataagaagcaacaaa 


2851 




37 


"mtr an 4 + 753 


aaaatagacattattccaag T/A taccaagttcccggttaaaa 


2852 


OATP2 


38 


intron4 + 78 1 


ttcccggttaaaaatcccaa G/C tataattactgtggaaggaa 


2853 


OATP2 


39 


intron4 + 1 1 96 


aaggaccacaatctagatca G/T cattgctctaaatatgccat 


2854 


OATP2 


4D 


intron4 + 1229 


tatgccataatatgtgacac T/C tttgca c ctggtattt ctac 


2855 


OATP2 


41 


intron4 + 1623 


catctagttgaaatggatta G/C attttatttttactacattt 


2856 
2857" 


OATP2 


42 


exor>5 + 388 


attctaaagaaactaatatc A/G attcatcagaasattcaaca 


OATP2 


43 


exon5 + 452 


taatcaaattttatcactca A/G tagagcatcacctgagatag 


2858 


OATP2 


44 


intron5 + 165 


ttaatatacacagttcgccc A/T ttaacaacacaggtttaaac 


2859 


OATP2 


45 
46 


intron5 + 189 


acaacacaggtttaaactac G/A cgttttcacttctatgoaaa 


2860 


0ATP2 


intronS + 191 


aacacaggtttaaactacgc G/A ttttcacttctatgcaaatt 


2861 


OATP2 


47 


intrcn5 + 507 


atataactttgctttcattg C/T aaaaggcaaactgttatatc 


2862 


0ATP2 


48 


IntronS + 520 


ttcattgcaaaaggcaaact A/G ttatatcatttaaagecttt 


2863 


OATP2 


49 


intronS + 856 


ogtcatgataaacctaatag A/G ataaaacaacaaaaaagaaa 


2864 



tf}SE#2 005-3054255 



mm 2001-256862 



^-v: 62/ 





Nil 




B 51 | 


BC7U 


OATP2 


50 i 


rrtron5 + 1157 » 


acagataatttttacttgtt T/C gtgcttttctgtatgatatg 


tODJ 


OATP2 


51 i 


ntron5 + 1226 


scttgattgtaataatctcc A/C catgccaagagtggggccag 


2866 


OATP2 


52 h 


ntronS +1228 1 


ttgattgtaataatctccac A/C tgccaagagtggggccaggt 


9RR7 

fcOO r 


OATP2 


53 i 


ntron5 + 1304 


actgttctcgtggtaatgaa G/T aagtctcacaagatctgatg 


tOOO 


OATP2 


54 i 


ntronS + 1348 1 


ttataaatgagagttcccct G/A caaaagctctcttgcctgcc 


9RRQ 


OATP2 


55 i 


ntrono * i**uf \ 


ttgctcttccttcatcttcc G/A ccatgattgtgaggcccccc 


2870 


OATP2 


56 i 


ixon6 + 521 


gtcatacatgtggatatatg T/C gttcatgggtaatatgcttc 


2871 


OATP2 


57 < 


>xono + 3 ' • . 


gggagactcccBtagtacce T/C tggfigctttcrttacattgat 


2872 


OATP2 


58 i 


3xon6 + 597 


ctttcttacattgatgattt C/T gctaaagaaggacattcttc 


2873 


OATP2 


59 i 


ntron7 + 33 


agaacaaggtaccatgataa C/T gtctttcteagcacacatgc 


2874 


OATP2 


60 i 


ntron7 + 267 


caaaataaccaaatgtaaaa T/A gtctccctcccaaactgact 


2875 


OATP2 


61 


ntron7 + 1260 


gtaatctcacatttctctnc A/G tttacacttggtaaaacttt 


2876 


OATP2 


62 


ntron7 + 1386 


aetctcaaattaatagccaa G/A agcatgcctttattgtaacc 


2877 


OATP2 


63 


ntron7 + 1472 


cttteccacatgacagaatg G/A catgttcttagcaaataata 

t-M-«*r>i*tirH-r"aj*t+ttaf?4 C/A atateCCtteSafftfigCtOC 


2878 
2879 


OATP2 
OATP2 


64 
65 


ntron7 + 1697 
ntron7 + 2273 


ttctcacgtcctatctagcg C/T gattatgacccttagttact 
gtggaagagaattaggtttg T/C actttttagcagggagaaac 


2880 
2881 


OATP2 
OATP2 


66 
67 


ntron8 + 207 

ntron8 + 546 \ 


tcFKRasaafitttctcccta T/C gtaattagagtaatatttat 


2882_ 


OATP2 


68 


ntron8 + 565 j 


etgtaattagagtaatattt A/C ttttggtaattatctatcta 


2883 


OATP2 


69 


ntron8 + 668 


taagtaatgtaaattaggat G/T catcagcatttgacagtgco 


2884 


OATP2 


70 


jntron8 + 739 


tggageeccattgogagtca A/G taaacaaagagaatgacttg 


2885 


OATP2 


71 


intron8 + 2193 


tgatcacagatccaaatgac A/G taatttcteccatgaacaga 


2886 


OATP2 


72 


irrtron9 + 112 


attttagtaatacaggataa G/C tataattttcttgtattctt 


2887 
2888 


OATP2 
OATP2 


73 
74 


intron9 + 266 
intron9 + 305 


ttagaggtagtatctgtata A/G ttggatcttataatttagtg 
tgctaagatctgagacaaac C/G cttttgtaattataatcatt 


2889 


OATP2 


75 I 


intron9 + 888 


aggttctgtatgttttttaa T/C aaatgacaaagatatattaa 


2890 


OATP2 


76 


intronll + 10224 


tacacttgttccataaaaaa T/C tcctctatattattcctagt 


2891 


OATP2 


77 


intronll + 10359 


attaatagattcaacgtga^ G/C ttcccttaaactttagccta 


2892 


OATP2 


7B 


intronll + 10916 


cttatatagaaagaaatcca C/G aaaactattttaccttttat 


2893 


OATP2 


79 


intronll * 10997 


aatatattegtttgaaceag T/C gagacttcactaaatataat 


2894 


OATP2 


80 


intronll + 11018 


gagacttcactaaatataat G/A caatgtatttgcagcactgt 


2895 


OATP2 


81 


intron12 + 442 


aacattccaaaacttttaat C/T gactcacagcatgactttta 


2896 


OATP2 


82 


intronl 2 + 445 


attccaaaacttttaatcga C/T tcacaficatgacttttataa 


2897 


OATP2 


83 


intront2 + 447 


tccaaaacttttaatcgact C/A acagcatgacttttataata 


2898 


OATP2 


84 


intronl 2 + 907 


aatgaaaagaagotggcaga T/C tgaaacatactgaatgagag 


2899 


OATP2 


85 


intron13 + 65 


♦it^+^t-atatatatatata c/T ?\ caca ca catacatatatta 


2900 


OATP2 


86 


intron13 + 870 


aattctgagtatcctattto G/A atgtatccaatctgtggcac 


29D1 


OATP2 


87 


intron13 + 1935 


taaaaaaaaaaaaagtctgc T/C tttacagcaattgagccaag 


2902 


OATP2 


88 


intron13 + 2261 


aacgaatcctccaaattttt G/C aacttttatttaatcaaaat 


2903 


OATP2 


89 


intronl 4 + 248 


tcaaggataataaccaactt G/A tcaaaaatcagagataatag 


2904 


OATP2 


SO 


intronl 4 + 2463 


atttgtttactaatatggaa C/G cttettcaagecatattttt 


2905 


OATP2 


91 


irrtron14 + 2857 


tcatcatgtatttccaggac A/T cctggcaagatgctcctcag 


2906 


OATP2 


92 


intronl 4 + 11458 


atctccagaggtcctgctgt C/T tccccaaagtccactgaccc 


2907 


OATP2 


93 


3'untranslated + 2243 


ataataaaacaaactgtagg T/C egaaaaaatgagagtactca 
tcttaataoaacaaatgagt A/G tcBtacaggtagaggttaaa 


2908 


OATP2 
OATP2 


94 
95 


3'untranslated + 2404 
3'untranslated + 2515 


cagagtttgaactataatac T/G aaggcctgaagtetagcttg 


9 ^1 n 
291 U 


OATP2 


96 


3'untranslated + 2539 


gcctgaagtctagcttggat A/G tatgctacaataatatctgt 


901 1 


OATP2 


97 


intronl + 457 


tsattegcaascataaaaaa (A) caggtgtctcaaagtcacat 


OQ1 O 
4L3 I C. 


OATP2 


98 


intronl + 457 


taattggcaaacataaaaaa caggtgtctcaaagtcacat 




OATP2 


99 


intronl + (7537-7538) 


gatcagcattacaaccaaga (G) atggagaatgacattcagga 


9Q1 d 


OATP2 


100 


intronl + (7537-7538) 


gatcagcattacaaccaaga atggagaatgacattcagga 


90.1*5 


OATP2 


101 


intronl + (1 0032-1 003 W 


tgtgtgattctatattactt ACTT/ A gtttcaaatttctctccaca 


2916 


OATP2 


102 


intronl + (10058-10061) 


ttcaaatttctctccacaaa TTTA/A tttttctattaaattgtaat 


2917 


OATP2 


103 


trrtron2 + (413-423) 


acttatttaaaaattctttt (A)1 1-13 caaaaaacaggatttaaaaa 


2918 


OATP2 


104 


intron3 + (1595-1603) 


ttEccaagtaattcaagtgc (T)8-1 0 gtatttaaaacaacttttca 


2919 


OATP2 


105 


intron4 + (10-23) 


ttcatgggategtaagtgtt (A)12-14 cctctgtgccactatcagta 


2920 


OATP2 


106 


intron5 + (1567-1572) 


gtgaatataaattacttgta CTTGTA/A aattaaaaaaaaataagtag 


2921 


OATP2 


107 


intron5 + (1577-1585) 


attacttptacttgtaaatt (A)9- 1 0 taagtagaataattaagagt 


2922 


OATP2 


108 


intron8 + (1939-1941) 


ttctctaactccttctactc CTT/A atttcaagcagatgcaactg 


2923 


OATP2 


109 


intronl 0 + (3077-3078) 


aaattctttatctacttttt (Cl 1 ) ttccctctttctetgctttc 


2924 



tbSE# 2005-3054255 



#SI 2001-256862 



^-v: 63/ 



OATP2 

OATP2 

OATP2 

OATP2 

OATP2 

OATP2 

OATP2 

OATP2 

OATP2 I 

OATP8 

OATP8 

OATP8 

OATP8 


No. 

110 i 

111 \ 

112 i 

113 i 

114 1 

115 i 

116 i 

117 i 

118 ' 
1 

2 
3 
4 
5 


„ + ™ifi + (3077-3078) a 
ntronll + 11011 e 
ntron12 + (1160-1169) '< 
ntron12 + (1310-1312) t 
r,*™«13 + (9-34) * 
ntron13 + (35-64) i 
ntron13 + (1379-1387) < 
ntron13 + (1916-1928) i 
ntron14 + (588-596) < 
5'flanking - 1413 
5'flanking - 1345 

ntir.nl + 38962 
ntron2 + 253 
ntron2 + 329 


be m 

aattctttatctacttttt ttccctctttctctgctttc 
>acoagtgagacttcactaa A/A tataatgcaatgtatttgca 
i K catgaGBtggtagaeatE(A)9-11 gcatttttaacatttgttaa 
ccatcttaatataaaatgt TGT/A ctactcaaaaggagaagtct 
^aeeaetaErtatgatg (A)24-27 tatatatatatatatatata 

,^,,„-.iio i'TA'lin — 91 ciaeacacacatacatatatt 

aaaattattcaccacaatac (A)B-10 caaagtaaagttetgaacac 
aattctcttaaaataatgtt (A) 11-13 gtctgcttttacagcaattg 
^fittatactttacctcttt (A)8-10 ctaatttcaaattcatatst 
aataggggcttaataaetct G/C aaacttatgatttctcatat 
saatttatcctacagatatg A/G ccaeacegaeaatgacatat 
atgaaattagtttaaaaata G/A caaccttaactatactcctc 

acagacttaccaacaaagaa T/G tatccttcccaaaatgtcta 

actcatcetttccaaattaa C/G tttttaggaaactttatctc 


S# 

2925 
2926 
2927 
2928 
2929 
2930 
2931 
2932 
2933 
2934 
2935 
2936 
2937 
2938 


OATP8 

OATPB 

OATP8 

OATPB 

OATPB 

OATPB 

OATP8 

OATP8 A 

OATP8 

OATP8 

OATP8 

OATP8 

OATP8 

OATP8 

OATP8 

OATP8 

OATP8 

OATPB 

OATPB 

OATP8 

OATP8 

OATP8 


6 
7 
8 
9 

10 
11 

12 | 

13 

14 

15 | 

16 

17 

18 

19 

20 

21 

22 

23 

24 

25 

26 

27 


intron2 + 2568 
irrtron2 + 2579 

intmn? + 2753 

intron2 + 3132 
intron2 + 3193 
intron2 + 3207 
exon3 + 334 
intron3 + 76 
intron4 + 2443 
intron4 + 67 
intron4 + 91 
tntron4 + 197 
intron £ + 813 
intron4 + 974 
intron4 + 1003 
intron6 + 155 
intronB + 750 
intrnnfi + 780 
intron6 + 1248 
intron6 + 1500 
jntron6 + 2008 

in+mnfi + 2087 


ccattctggtgctttctttc G/A tgaaactattttccatcagt 
ctcttattgctcttcttcca T/C gttttaatcteaotaattta 
caggaaactttcocaaagcc C/A ctaattaatttaagctccct 
tRRtttaatgtaggagaptt T/C accttcacagttaaattaca 
aatgtcttgggcatatttgc A/G ttcatttggggcattcagtt 
atttfcattcatttggggca T/C tcagttctactagatacaaa 
KaactggaagtattttHaca T/G cttto c ca catttcttcatg 
aEaattttatttttatactt G/A taagtgggcegttQcctttt 
tcaatttcatettgotctta C/T agttataggtattctaaaga 
taatcacgtctataaaEttt C/G tgatattctttaacaaaatt 
tattctttaacaaaattgat T/A taagaacaaataggaagaac 
l^tttgaactgcacctgttc G/A cttatatgcagcttttgtcc 
tttaacagaataaaaaaaae T/A attttgtaacgacaaaagaa 
atatgcaccttaaaaataac C/G tggBtttttaaototgtaat 
taaatatctaatgtacataa G/T R aatattatgcatattttgt 
cattaataatcagaataaaa A/G agaaatttagctcctattta 
atccaactgggcttURatt T/G cctctttctgcctctcctcc 
^cctctcctccatctgcacc C/T tctcttttcctcagcaaaca 
ctatgccctgtaat&tcaca C/T ttccotttatttaaaattag 
tcetgtctfftgttagcatat A/G ataactcatcagEEtttgtg 
ataacataaatgagtaaaga A/G tatcaagggcaegaaarttag 
actactctccccatacaeao T/C aaaactcatgtgctccccag 


2939 

2940 

2941 

2942 

2943 

2944 

2945 

2946 

2947 

2948 

2949 

2950 

2951 

2952 

2953 

2954 

2955 

2956 

2957 

2958 

2959 

2960 


OATPB 
OATP8 
OATPB 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATP8 
OATPB 
IOATP8 


28 
29 
30 
31 
! 32 
33 
34 
35 
) 36 
37 
| 38 
| 39 
40 
41 
42 
43 
44 
45 
46 
47 
48 
1 49 
! 50 
51 


intron6 + 12305 
intron 7 + 363 
intron7 +411 
intron7 + 428 
intron? + 634 
lntron7 + 1791 
intron7 + 2000 
intron7 + 2043 
Intron? + 2171 
intron 7 + 2173 
intron7 + 2179 
intron? + 2219 
intron7 + 2261 
intronS + 150 
intron8 + 154 
intron8 + 1303 
intronB + 1372 
exon9 + 1272 
intronlO + 63 
intronlO + 911 
intronlO + 972 
intronlO + 1101 
intronlO + 1103 
intronlO + 202? 


tcatctatggaggactgcaa T/C cattatcattatttcccaga 
taacaaatgetaccagccat C/G atactattctctggtaatag 
ccttUttttttgagaacct G/A gtggatgatattaagacgta 
cctggtggatgatattaaga C/A gtatatagatcactgtaata 
aaaattatatatatacatat A/G taatcttacctaagtattca 
tgtttttttaagRgtagtga T/C gtgaatagtaaagcgaattt 
agttgagcaaattgctctoa G/A gtagcataatgtcacttgaa 
ctttattgatccatttttta A/G tc*atcaacattgtagtgag 
atttattttgagcaaaggtc G/A cgactctcttagaaagcctc 
ttattttgagcaaaggtcec G/A actctcttagaaagccicac 
tfiagcaaaRgtcRcgactct C/T ttagaaagcctcacaaatca 
atttEtaactttaagtctta T/G ataacttatatttacaaaat 
cagatattaatatatatttt A/T ttattgaaatatgttatttt 
ocaaaatttctccatcttgt T/C atatcatcgttgttctgcat 
aatttctecatcttfftBBta A/T catcgttettctgcatttga 
trttttttgagatRgagtct C/T gctctgttgcccaggctggg 
aagctccgcctcccaffrttc T/G ccacccttctcttaaagaaa 
tccttcttgtttcaacttct A/G tatttccctctaatctgcga 
tcacaRatttgatttaataa A/T tacttatcaaatcttcctat 
cttgcccaatatcctaccaa C/T gtattottaaacggcatgga 
tcctaEtttcctteaagata G/A gctacaactttagtaaactt 
tccctggtcctgtgttgtcc A/T etogtgaagacctgaaagag 
cctcetcctgtettgtccag T/C agtgaagacctgaaagagag 
cccattttcatgagtggcta A/G gttttgtcccgtttcaaact 


2961 

2962 

2963 

2964 

2965 

2966 

2967 

2968 

2969 

2970 

2971 

2972 

2973 

2974 

2975 

2976 

2977 

2978 

2979 

2980 

2981 

2982 

2983 

2984 
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fife*-* 


No. 




IE W 


lB5d 
S-^ 


OATP8 


52 


ntronIO + 2028 


m f,gk* 1 1 1 #»atga«rt'gg/»t*afl fi/A t+ttirtECCirtttcaaacta 


2985 


OATP8 


53 


ntronIO + Z14o 


ni 3iHtM»Ani>»Aflflt»t A/d ppteeoacacraaatatttrta 


2986 


OATP8 


54 


ntronIO + ZZ14 


atataranaat'Hratarnr T/C aatttcttaaattcctaaat 


2987 


OATPB 


55 


ntronIO + AJle 


i-cj eafamtn crH-tfmprpi r- T/f* trtttaaatataatsjeaatE 


2988 


0ATP8 


56 


ntronIO + iSf/. 


t-«+a*-f-f«r<Tr*«»atfft(*ti-f n /T -tTaatatttcaaaaactatt 


2989 


0ATP8 


57 


exonll + 1557 


cagaacagaaaxtacxcagc av/ va *-£sb*s L -& a q i 6 i,i/t ' oa b 


2990 


0ATP8 


58 


ntronll + 147 


LXicxiagaaxxa xciigai. tuui()Wflvon»oitoo*o 


2991 


0ATP8 


59 


mtronl 1 + 10339 


aaaaaactgcattttagtgg G/C ttagctagaaaagattxgtc 


2992 


OATP8 


60 


mtrom 1 + 10358 


rrffffm^'faniBiiiffafH'ir X / f» rtcfifFitnrfirri.lt .ID Pi t"Tn 

ggxiagcxag aaa aga i i.*.g i / o cicoi.QiobBL8HiuaBi.w) 


2993 


0ATP8 


61 


mtronl 1 + 10538 


caacagaggaxcaaxgiaaa 1/ *j 5«aa ll< lwoo Lioaoua 


2994 


OATP8 


62 


intron12 + 55 


QtaaataccaaigTcaaaxa ^/ i xaaagacLgdaig^tfn.«i«i 


2995 


0ATP8 


63 


intron12 * 1802 


i ■ , i i , I,, ,-i .I, 4 ^ af tf^a^A fl nt/« a/*tfft r 9 

ta a aatgs at cggtaaa a ca I /Lj tcacgTaLaaaxcaoxgLca 


2996 


OATP8 


64 


intron12 * 2612 


ataggcatataatactcttt u/A ttccctcigxaxaxagggae 


2997 


0ATP8 


65 


exon13 + 1833 


aacagctgtggagcacaagg G/A gcttgtaggatatataattc 




0ATP8 


66 


Shanking - (1590-1587) 


atstacataa c atat a c eta TAT C/ tatgttatgtgtctgcuat 


9QQQ 


OATPB 


67 


5'untranslated - (11-28) I 


a gcatcagca a ca a ttaa aa ATATT C ACT 
TGGTATCTG/A tagtttaataatggaccaac; 


innn 


OATP8 


68 


5 'untranslated - (4-7) 


tattcacttggtatctgtag TTTA/ A ataatggaccaacatcaaca 


OuU t 


OATP8 


69 


irttrorv* + (213-214) 


cct|+^cgcttatatgcagc (T) ttttgtccaaccaaacagaa 




OATP8 


70 


introrvi + (213-214) 


cctEttcgcttatatgcagc ttttfitccDaocQaacagaa 


3003 


OATF8 


71 


intron4 + 505 


tataactttctctttataaa G/A atgcaaaatgttatagcatt 




OATP8 


72 


intron4 + 616 


aaaaataaatgaagtggagg A/A aaaaaaatgatttcaagttt 


mnR 


OATP8 


73 


intron4 + (804-812) 


acatccatgtttaacagaat (A)9-1 1 tattttgtaacgacaaaaga 


3006 


OATP8 


74 


intron4 + 855 


gagattgtttaaccaaatta G/A gaaactattattcaacacac 


mn7 
juu r 


OATP8 


75 


intron7 + (619-628) 


ttttatatfitgaattaaaat (AT)4-*5 catatata atctta cctaag 


3008 


OATP8 


76 


intron7 + (1773-1779) 


attttctatattatgaactg (T)7-8 aagggtagtgatgtgoatag 




OATP8 


78 


intron8 + (1270-1290) 


tagtgtgccacccttctctc (T) 19-23 gagatggagtctcgctctgt 


in in 

OU IU 


OATP8 


79 


intronIO + 665 


ttctttcttaactcaaaRRc T/A tttttttttccatgtgacac 


3D1 1 

oU 1 i 


OATP8 


80 


intronll + (247-250) 


aaaaatcttaaggcacacac TGAT/ A tgacagWgccttgattgta 


OATP8 


81 


intron12 + (1622-1630) 


aaataaattgttggcatcta CDS- 10 atttttctaagggtegctgt 


OU 1 0 


OATPB 


82 


3'unlranslated + (2464-2465) 


gagaaaagcctgatgccttt A/A aaaaaaaatgaaacactttg 




OAT1 


1 


5'untranslated - 127 


gcagctcBgactcagctccc G/A gagcaacccagctgcggagg 


oUl 0 


OAT1 


2 


5'untranslated - 20 


Eaacccctcaccccccagtc A/G ctgggctgggcctggcccaa 


oU 1 O 
1 / 


OAT1 


3 


intron3 + 150 


caatagaacaaccttttotc G/A ggctcatgccgccctgaccc 


OAT1 


4 


intron4 + 211 


ttctctggcttcccccactc A/G gttctccagcctgcctgctc 


OU 1 o 


OAT1 


5 


in Iron 5 + 33 


gagacttcccatgataacct C/T ccagggcttcacccccaaao 


301 9 


OAT1 


6 


intronB + 168 


gaaccagatgcccccagcct C/T gactcagtcccagtctocec 




OAT1 


7 


intronl + (58-71) 


ggaagatgggggcctttgtt va; I o i o gxacaTggagaaaixaacxg 


3021 


OAT1 


8 


intron3 + (1306-1319) 


aataggttgaggaggagcag (A)12-15 tcaagagtgtggagggggca 


3022 


OAT2 


1 


tntron4 + 842 


ttgacctccaaaBgtgtttg 'j/ A axxacaggcaigggooaxxg 


3023 


OAT2 


2 


introjiS + 33 


gtgtgtgtgagcatgcatat C/ A tgtgtgtggtggggagtggg 


3024 


OAT2 


3 


intornS + 183 


ccac ate catcattc gaga c A/C aactcgtctcagctgccatg 


3025 


OAT2 


4 


intom5 + 184 


cacatccatcattcgagaca A/C actcgtctcagctgccatga 


3026 


OAT2 


5 


exon7 + 1269 


sctagactgctagtgtcotc Ij/ i ggrgagcccagwiyoatagg 


3027 


OAT2 


6 


3 untranslated + 1792 


ataaatgtgtacatgagxgx /\/o xgaacHoaaaiciv^a Lac^gL 


3028 


OAT2 


7 


3*flanking + 1386 


tgtagcagcccacatcgcca G/A tgttcacacctga gaga gag 


3029 


OAT3 


1 


5'flanking - 580 


ctgtgtcagagacacagaca gBaggicot.BECT.gccc^«JB 


3030 


OAT3 


2 


STtanking - 463 


ciccxgagaggcBaaicccc »> o ic cgcu u u>6$$aB&^&vi« 


3031 


OAT3 


3 


5 untranslated - 16 


octgcccacagcxciggcxc xt>iiEt.&t.t<jg w itjos* 


3032 


OAT3 


4 


exon2 + 153 


_ ^t-fx* . — ^. _ _ rri-'i- n Cm/ &k. r~r r c~ xcaatOLCCtc 


3033 


OAT3 


5 


intronz + 1 7 i 


^a/'^aofforrrtfffff^^ T tar rsctca 2actcc aasca 


3034 


OAT3 


6 


intron2 + 6201 


gctcatcctctctggtcctt T/G tgccccagcacaggttcctc 


3035 


OAT3 


7 
8 


intron3 + 79 


tctectccacccfftecaccc G/C caaagaggcaaagagctggg 


3036 
3037 


OAT3 


exonS + 723 


tggcgttggctgcagttaac T/A gtgtccattcccttcttcgt 


OAT3 


9 


intronS + 524 


tcgaagtacaaaggaaagtt T/D aaagagaagcctgagcctgg 


3038 


OAT3 


10 


intron7 + 386 


gaccaatgggtttcagactc G/A aagacaaaaattatgtttat 


3039 
3040 


OAT3 


1 11 


intron7 + 754 


gcccacgtcagacatgacca G/A tcaatcacagcactttctcc 


OAT3 


12 


intron9 + 81 


attgtcctgtcctctaccca G/A gggagccatcctttatgaac 


3041 


OAT3 


13 


5'flanking - (661-660) 


tacatttggtccccaggggg (G) ageggctgatcaggagagaa 


3042 


OAT3 


14 


5'flanking - (661-660) 


tacatttggtccccaggggg ageggctgatcaggagagaa 


3043 
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ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALUm AZ 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 


No. 

59 ir 

60 b 

61 h 

62 ii 

63 h 

64 i 

65 i 

66 i 

67 i 

68 i 

69 i 

70 i 

71 i 


itron4+7231 a 
itron4+7958 t 
itron4+8O90 * 
itror.4+12823 t 
-ktron4+12939 £ 
rrtron4+14935 t 
ntron4+15321 _i 
rctron4+15412 1 
ntron5+1888 ! 
ntron7+9166 i 
ntron7+9914 

ntron7+1B942 * 
ntron7+19820 1 


m 511 1 

ataggatacaaatacacaa A/T getaetcattcagatcctaa 
aaaategtttttattgtta C/T taggtatataaaatttgcta 
eteattttotcactgttta C/T a gattgcttagtc atactica 

rttagcctgtagctaaatg C/T ttttcaaatatgtgaacggt 

>tgaggtccgacttt±aaga T/C ttttgtclacattttcttce 

flttPatsraacttcttttta T/G aaatggacttrtaecttctt _ _ 

'catttgggtgtctnagaga C/T atetccaffaaatatgctatg 
ttcaagtttatttctgttt T/G ILULLLLlltttttttttg 
latceaaacatctetacttt G/T tafitKJrjacaagatttatgtc 
raaaagctactttattcaaa G/A ataaaagtattttaagaaaa 
«Rctggagaaaatactagg C/T tttcctcaacagtgatttcc 
tt^aEfieeaactaatccc G/A tgacttctaggttBtctctt 
ttcacccctcattttaRgtt A/G ggggaggtEECttgctacag 
^ctcattttaggttagggga G/A gtfigcttgctacagttttag 


3104 
3105 
3106 
3107 
3108 
3109 
3110 
3111 
3112 
3113 
3114 
3115 
3116 
3117 


ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDHl A2 
ALDH1 A2 
ALDH1A2 
ALX>H1A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 

a« null AO 
ALDrll AZ 

ALDH1A2 

ALDHl A2 

ALDHl A2 

ALDH1A2 


72 i 

73 I 
74 

74 
75 
76 
77 

78 ! 

79 

80 

81 

82 

83 

R4 

O** 

85 
86 

o 4 

88 


ntron7+19B26 
ntron7+19913 
ntron7-K201 10-201 11) 
n*r«n7+<201 10-20111) 

intron7+21857 

tntron7+21929 

intron7+2330B 

intron7+23554 

intron7+<23701 -23703) 

intron7+26479 

trrtron7+26561 

intron7+26662 

intronB+78 

intron8+C700-71 1) 

intron8+724 

intrcn8+800 

i n+fnr>ft+ 1 9 R 1 

intron8+1627 


ceteaotcattcagtatttt A/G tttaaaaataccagtttEaa 
calgatttattctctaacte (ACTA) tgctaegtcaaagattctgc 
catgatttattctctaacta tgctaagtcaaagattctgc 
^ r? »+^ aaa +* aapaa agg A/T EaagagggeagaagcaRaga 
tacaagacacBggcatcttt A/6 actagtttactgggatetet 
ggctttgacttcKgaaacct G/T tgggttatoacaaagtactg 
KacattEgtgaaaaccaggg C/T tgtttaRRagtgtcctgtcc 
catcteacatttRccttgtg GTG/A tttaccgagttagtgggtgc 

Katacatgaacaatttgttt J a icclo<*i&<*iqh» i Lt ^ go 

ta&aegccacaatgcagtga T/C tgaaatctccagttauHlU 
tttccttagtccttccatca C/T ee a acta aagctgt cttc c a 
tttatatctooacttttgat G/A Rgacactagcaaaagatatt 
accatctcattcaKtgattc (T)l 1 -1 2 ccctccacttgttgccaggc 
ttttttttccotccacttgt T/C eccaggcasaKCtgctttcc 
cagattgottgaatttcagc C/A ccagcttggaatttgcagag 
fiatttctgtgaaaattgago G/A gatCtegcaacctgRggctc 
ffecccctccccaggcaaagc G/A gtgagaacatggctfeaicg 


3118 
3119 
3120 
3121 
3122 
3123 
3124 
3125 
3126 
3127 
3128 
3129 
3130 
3131 
(3132 
3133 
3134 
3135 


ALDHl A2 
ALDHl A2 
ALDH1A2 
ALDH1A2 


89 
90 
91 
92 


exon9+141 
irttron9+778 
intron9+801 
intron 9+868 


tggagcgggccaagag£Cgc G/A tagtgfiEgagtccctttsac 
aaceartctsgacagatccc T/C tgtagc+tgtgaaagtgteg 
tagcttglgaaagtstagga A/G gteaagggctggctcacttc 
tctgaaggcctcgtgtactt T/C agtKKggtggggaggECcac 
aatttttgcctctttttact A/G tcaatocaacttgctaagtt 


3136 
31 37 
3138 
3139 


ALDH1A2 
ALDH1 A2 
ALDHl A2 


93 
94 
95 


intron9+1338 
introni 0+<227-229) 
introni 0+3 16 


ctatgtgcttatgattatta TTA/A gccaacagaacaateagaat 
ctaaatgtgggtcactggga T/C gttaaccaggaeagagaatc 
ctttacatctgtgcasgaga G/A ggacaaggagcaaatcagcc 


3140 
3141 
3142 


ALDHl A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDHl A2 
ALDHl A2 
ALDHl A2 
ALDHl A2 
ALDHl A2 
ALDHl A2 
ALDH1A2 
ALDHl A2 
ALDHl A2 
ALUn I At 
ALDH1A2 
ALDHl A2 
ALDH1A2 
ALDH1A2 
ALDH1A2 
ALDHl A2 
ALDHl A2 
ALDHl A2 


96 
97 
98 
99 

j 100 
101 
102 

i 103 
104 
105 
106 
107 
108 

109 
109 
110 
111 
112 
113 
114 
115 


introni 0+368 

introni 0+660 

intron! 1+104 

introni 1+229 

introni 2+1 17 

intron12+691 

intron 12*1 9 34 

introni 2+1 973 

introni 2+2722 
intron 12+3855 

intron 12+41 85 
introni 2+4991 
Intron 12+(501 8-501 9) 
introni 2+(501 8-501 9) 
introni 2+<5051-5052) 
introni 2+<5051-5052) 
introni 2+(53CO-5302) 
introni 2+5405 
introni 2+5435 
3'flanking+449 
3'flanking+597 
3*flankme+669 


rtaaacttficattgaaatgt G/A gaaagcaggtaaaggaatge 

tggggaataccaaaagcaac C/T aaagttoaccagaaaagggg 

aaacttctaaaagaaatacc A/G tgccagtcagattatgtgct 
catacattcaacaa a cattt C/T gtggagca cat get aetata 
gatagggaagatcactEtga A/G ctggaaaaatctgggaaacc 
catcttgtctagattgcatg T/C ttgtttgtttgtttgtctct 
ctacttacccccaaaacate T/A tttctctttcttaaatgacc 
" ccagagtgactccagtatac C/A tcactgcccaggacccacag 
cacttgeaagcaaccataat T/C gtRaggtttctgatgctgta 
ttgetttaagegaaatgaac T/C atacggacaggagaacagcc 
acaggaacacttagacatge A/G acccactcccaccctccgtc 
cccaccctccgtcttggggg (G) aggaaagcacactactgtcc 
cccaccctccgtcttggggg aggaaagcacactactgtcc 
actgtcccaaagaactaata (A) ctgaaccagtgctgccttgt 
actgtcccaaagaactaata ctgaaccagtgctgccttgt 

ttaaagttttaaaaaaactt CCT/A taaaaactactcatgagatg 

catcccaggacttgctgttc G/C cagetgataaactgcacctc 
aactgcacctccccaggact C/A ccgctgcactcacatgcagc 
tttjn?Eccgggaacaatttt T/C caaggttgtaaagccaoatt 
acctgggatattcctgaccc A/C atctggttttcttttaccca 
atagagactggaagtcatca T/C gtgcagttcaccgcttctga 


3143 
3144 
3145 
3148 
3147 
3148 
3149 
3150 
3151 
3152 
3153 
3154 
3155 
3156 
3157 
3158 
3159 
3160 
3161 
3162 
3163 
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67/ 



ALDH1A2 



ALDH1A2 



ALDH1 A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



116 
117 



5fiankimr(1214-1213) 



5*flanking-(1214-121 3) 
flanking-1103 



intron1+986 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



AIPH1A3 



ALDH1A3 



intronl+1462 



intron 1+1661 



intron 1+2360 



10 



11 



intron 1+2624 



12 



intron 1+3255 



13 



14 



intronl +(3643-3656) 

intron 1+4265 __ 



15 



16 



17 



18 



19 



20_ 
21 



ALDH1 A3 



ALDH1A3 



22 



23 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALP H1 A3 



ALDH1A3 



ALDH1A3 



ALP HI A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



ALDH1A3 



AL0H1A3 



ALDH1A3 



ALDH1A3 



ALPH1A3 



ALDH1A3 



ALPH1A3 



ALDH1A3 



ALDH1A3 



ALPH1A3 



ALDH1A3 
ALOH1A3 



ALDH1A3 



ALDH1A3 



ALP HI A3 



ALDH1A3 



ALPH1A3 



ALPH1A3 



ALDH1A3 



AL0H1A3 



ALDH1A3 



24 



25 



26 



27 



28 
29 



30 



30 



31 
32 



33 



34 



35 



36 



37 



38 



39 



40 



41 



42 



43 



44 



flanMng+1122 



'flanking+2214 



tgcagctgtaasaagaaatc T/C gtaaatggtgaccgtactao 



fianking-1425 



fla nkmg-1379 



'flanking'1270 



:gtgctccactgagctcctc T/G gtcacaccccattcttgccc 



cagtgttagccagccgatat C/T ggtcaaggctgcccogctcg_ 



ccattatcccctttccccgg C/T ctcagctgtgcactccaggc 



aacttac ccctctatccagc T/A ctatccaga aggacaccagg 

acpg aggcctcaaaacagga (GGA) aaataaggagacccct cccg 



acggsggcctcaaaacagga aaataaggagacccctcccc 



Bcacagcttttgtcaggagt C/T cgtgcctcoggtotttgtto 



Rccttaactttccccacctt T/G ggcttctcttgatttttgct 



gtacaggat tt caaaatact G/A tatataga aaccagacagta 
cct gttgtcttggtgggtgc G/A caacctttgccagttaaagg 
igaggatagaagtcccttct A/G amagagggcctctttctt^ 



ntronl+2516 



tgaaaacatattctttttgs G/A tttagcteagtggcctgttg 



cctgagacaccttacagct c C/T gtcGtgcttocatgtcattc 



t-ttcatctttctaca aatgg G/C ccoctcttcctggctgcact 



irrtronl+5187 



intron2+43 



ntron2+127 



intron2-K285-300) 



intron2+778 



tntron2+1216 



intron3-t-81 



intrcn3+236 



jntr on3+1467 
intron3+1 725 



ntron3+3777 



intron3+3829 



ntron3+4299 



ntron4+84 



intron4+126 



intron6+(290-29D 



intron6+(290-290 



intron 6+705 



intron 7+56 



intron7+1107 



itron7+1610 



intron7+1820 



lntroft8+963 



intron8+1824 



intron 8+2384 



introng+24 



intron9+S1 



iirtron9+219 



intronS+435 



irttronS+1472 



45 



intron 9+ 203B 
intron9+2124 



46 



47 



48 



49 



50 



51 



52 



53 



54 



55 



56 



intronSr+2154 



intron9+2197 



intron9+2466 
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a c cattcttatccactaagc G/A tgtcccccaagatcttattG 



icgcctccctcgcccctcccc C/A tccagtggacttggcagtgg 
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ALDH1L1 
ALDH1L1 
CYP3A4 
CYP3A4 
CYP3A4 
CYP3A4 
CYP3A4 


109 
110 
111 
112 
113 

1 

2 

3 

4 

4 


3^ankirtg+15l3 
3'flanking+l 707 

^'flankinp+1709 

3flanking+1 745 

3flenking+1 843 

intron2+(7 54-763) 
intron7+258 
intron7+894 
exon9+(32-33) 
exona+W^- »JO/ 


cggtgggacttgccctaKca C/T gtgooacttataccagaaca 
gtgggacttgccctagcacg C/T gccaettataccagaacaga 
Lacazat«etccatgtceec C/T gcttcctgagttccctttgt _ _ 
ctircctctcaECCcacagcc G/A ggccgctcacactcctccea 
cacaaaatgagtttgtgggg 078-1 1 acacaaaggcggaatcacat _ 
accactaatcaactttctgc C/T tctatggatttgcctattct 
tgctgatctcactgctgtag C/T ggt*ctccttatgcetagac 
ttccttcagctgatgattga (A) ctctcagaattcaaoagaaa 
ttccttcagctgatpattea ctctcagaattcaaaagaaa 


3348 
3349 
3350 
3351 
3352 
3353 
3354 
3355 
3356 


CYP3A4 
CYP3A4 
CYP3A4 
CYP3A4 

[C 


5 

! 6 
7 
8 

> 0 3 


introni 0+1 2 
introni 0+459 
introni 0+608 
introni 2+2467 

6] 


cccaataaggtf.aKtegetg G/A tacatggagaaggagggagg 

agac^tirtracttttttttt T/A paaacgtaacaatcactttc 
agccgtctcgeatgtctccc C/T acttcataactcctccacac 
ttttttgcecattactccat A/G Kagatcagaatatcactctg 


3357 
3358 
3359 
3360 



fc L fc„ rK^JJ Offll Hi3 v> T T A/ "7 r ^ y h ±^-e^ L T^^^SNPffi fR-e 
r/J *ffrLfc2oeo£2£»i, -e-OJfi^O^-tXtt^xnoSNPSr^fo 00 
TVGJ fc^Lfc#£-f±, 7U;WA£L< (iG/GO*^, XtiA/GO^ 
T-n-eab^ifc^^-t^o ^*tf>E?!Mi, SW<7)m&20i&m*7F Ltv^ 0 IS 
L, Jg3ft*#Lfcffi2£ (Mx.tfABCB4?>ffS26#<a (T) ) tt>f MCJ: 

§£^^-674^^1-5^1]^, nt±VNTR-?*«K (cctgy)x (X»± 1 ~50<7>^0 

1552<7)Se^iJ (^U ABCB11(7)^55#) tc£v>T T(T)9-12J t & & 60 {i , W9~ 
[0 0 3 7] 

W^SJ ^ SNP<7)^V A±co&W*7Flro 5'7?y*yy (flanking) 
r/fn> (intron) flM, 3'77>^>^ (flanking) ^8ctf>SNPstf># 
^Efigfi. x^fV>/r/fn>^ (exon/ intron junction) (DUmSOctM > 
hnv^Sie^^lftLT^^o ^^rV>^OSNPs0^^4M{i> 
V >/4 v h n >^^<7)^(7)a-Jr v ^Offl*EyiJ*l#i: LTix./: 0 (+) 
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Ltzo tno.j (DM^tmztitzw^te, ^mm^mmnm (m9~i4i) ± 

[0 0 3 8] 

1-3360) £3kfc£U itL^^S^iJg^^^LT^ J: < , ^ti£>G9g£?!|<7)- 
1(7) rs^JJ (7)11:7^77^7 b^^-e^LfcgBfr) ^i^i^Ct 
[0 0 3 9] 

X o KtfcitU Xfilt2#W5gL< fi5'S^<b4:t&Sl*K £?$L< 
(i2^F t 3^?^-r-5» J: -5 izmiir&o * =f* ? 1/*^- K<7>^*@£ 

^ftcOff^^SNP^^i-^. J: d ^mf-f&o T^^J t fi, SNPOifi^J: t) & 
5' ^tcfp]^ d t , 3' SgHlnJ*' ? lM<7)tk£: ^5f3r|s]t$c £: & & ^^<7)II 

l«OJfi3fe»<^»^f±, ^19#g~^23#S, «fi L< f±3l20#i~|l22§i, 

#!lx.ff, 40fflOffi3lf«[O#^l±, ^19#g~^22#i, #f£ L< {i^20#g<7)J^ 
[0 0 4 0] 



tbliE# 2005-3054255 



#11 2 0 0 1 - 2 5 6 8 6 2 



^-vl 72/ 



i2» (ib^ij^828) KTF-rm^&m (cagaggct) fctfctti-t&fci&K'r:"*- 

V T 1/ ;V 7° n - 7 £ {^-f * f ± > H4a K^cf T V )\>> 7° u - 7 
fcov>T*±, ittBJfe* (gmiffi**: It [~TJ £tf!l^;LT&&) ioffi*** TCAG 

aggctj mm<o&t>&<o rcj fc*&j:7£is£i-u r/^f-^-rw 

TJiHI4btw^i- TNJ (Offl&i)* TCAGAGGCTJ iS^jOffi: &£<7) |~CJ £ TNJ (A, T 

iS^coteg * TCAGAGGCTJ <?)ft & £<7> |TJ LTlxfti" * \Z i±, 
<7)&^£ TNJ tU, 7!/;u7°n-7*«M^ PTJ Hf£ft1-&o -Y 
7°n - 7*£ <t 0*7 l/;^n- 7*0*j-j£i**£ TCAGAGGCTJ W3\V>^~? 

[0 0 4 1] 

Ct^T*§, ifc, 7*7- K 77^fv-S[;'J^-7, (77^-fe> 
[0 0 4 2] 

t*^ f> a*±«E-c & race ^hm^'J^x 

i-^M^ti. ^lUSBIRWSNP4r^trE^Itil*^<b«mL, 7*7 ADNAt'W 7"; 
^MXi-^ll^^ft^5'ffiiJX{i3'fJJOK^J^SNP<h J: 9 tcf1^1-£ 0 ±|E^- 
U 7*7 7 P^-f- KOH^W 7*V /'fXLiv^li, ^lfcS&IROSNPSr'S'trE 

[0 0 4 3] 
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18~24ffllfe<7>£$&#-f & £-9 K&tH"<5o i CO £ £ © 7 7 >f v - S£?lJ l± , iffg 
Bftt-5&*500bpJ2JlT\ 5ft L < iil00~300bp. §t>CjfS L < f±100~150bp t fc & 
«t ? KMDNA^^^MS^t&o 
[0 0 4 4] 

7'n-7Cit ^i&mftlMft (Mx-fiTAM, VIC, Cy3^) fcttiDLTfE 
[0 0 4 5] 

'J ? V * <f- Kfi, #V>5-4f (00 x. (£Taq*° V * 9 - 4f ) . ttffi 
m («x.»iTrisjS«») , dNTP, gt^felt (VIC, FAMU) itfSi^ 

[0 0 4 6] 

5. tfctil 

;* 7-tf^ffl^tltlft«^3- K-t&itfe^ (§»MDNA) SrflJtii-So * 
t, BWOjtfe^M^W-rSDNASrtfeW-rSo till &&DNAtf>P§!U±> <&£fl<£> 

[0 0 4 7] 

(1) PCRKJ:5tfcfcB 

ifiplti, *° ^7- -t? mSISfD (PCR) H X 19 9 - t &"C § & o DNA*° V ^ 9 - 
-tf L T f±LA Taq DNA#U ^ 5 - -if (Takara) , Ex Taq * 7 --If (Takaratt 
) , Gold Taq * 0 'J^--tf (Perkin Elmer) , AmpliTaq (Perkin Elmer) > Pfu 
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DNA*° * 7 - -if (Stratagenett) 0 
[0 0 4 8] 

ii"l>S<7)^#fi, 85r~105 < C-C10#~40t>\ Sfi L< fi94r -C20?>-30#<7)^ 

ttig, 5or-72T;-c30#-i53\ *F£ t< i±60t;^20t>-i#<7>T--'; 

II, ^^65^-75^^1^-4^ £f£ L< f±72t:T2#~3#0#£ie£ 1 *M 
LTCltL ^30-40-9" ^Mf^o <IU HMDNA&tfV? -Y ^- Sr-h^ 
14£-£4£i6l::, ±IB*B(S , 9-'f ^;K^H(f^95 < CTn^-5^ [{IU Gold Taq *° 
(Perkin Elmer) &teffitf>l8»±* &1£8#~15£\ fiP £ t < iilO^ 

^ipS^^ ^;V<7)m^72 c C-ei^-10^c7)#SXfI^i)tlAT ^> J:v^ 0 £ h K> 
[0 0 4 9] 

, SYBR Green«*KJ: 0*feU f LtiUfiltttl^Xli 2 - 3 K (D 

%> o 

[0 0 5 0] 

(2) TaqMan PCR&KJ: *tfctB 

TaqMan PCR&fi, t»L/:7VMfIK)^ 'J 3*i;Taq DNA^U * 9— tfK 
<fc *PCREJS*: £*IJffi LtzJjfc-e&Zo TaqMan PCRfcirCffiv>& T WHfUlft* U 
=r (TaqMan 7°n - 7 £ I/*? ) tf, TtffiESNPtif m^&^rmt-t & - HFC § & Q T 
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aqMan7°n - ?(D5' 3^tiFAM^VIC& t*<D&Jt — feURC «t o XWMZti 

ft»Hfctb-C§fcv\, TaqMan -fu - y<7)3' V >BMfcS tfC fcfc, PCRK 

jS4 , ^TaqMan7 p n-^f>0#SRJSiije^^4:V'» (HDo L*»U -OTaqM 
anyn-r^, SNPSr^tf^i*^^* J: "9 KSSfff" 4 fcTaq DNA*° 

[0 0 5 1 ] 

£1\ TaqMany^-r76 ? ilMDNAO#^KJ^@£5 ^ lJ^;/^-r ^-tf- v a > L 
(02a) . raNFtCPCRy7>f^-^t>#SR(&^r4 (02b) o Taq D 

NA#U ^ 7— 4fli5* UT-4£ftftk : $:%iLX^&fztb, PCR7°^ >f *^-<7)#S 
SfD rt ? at trRS£'W7 i ;* r 'f-*?-->3>L /cTaqMan ^ n - y £ i2J Iff 1" £ 0 TaqMan 

^tait^-t^i^ (02c) o 

[0 0 5 2] 

ffilAlf, 03^1" J: 9 SNPgMi^AOT WV (T^liti) t> GOT 
Wi/ (7l/;i/2fct4) tfjf&i-&tifc7£i-Z>o T WH TaqMan :/n 

-rttFAM-C, TV;V2 ^TaqMan ^n-riiVIC-ellft-r^ (03) 0 2« 

i07V^#IWt'J ^PCR^ft^SllL, Ifeiii TaqMan PC 

Rfcfi^o ®^mS^-CFAMS.t^VIC<JO^afiJS«rfilJ^'t-So ^^^^ 

£-{2, 7'n - •fiflT Ufrt^J f V ^ V X U Taq*° 'J > 9 — tf £ J: 0 "/n - r 
[0 0 5 3] 

fcfc, j*Srt*7U/i' 1 <7)^^^#-eab^)^{±FAM<7)^v^^E=S:^i6, V 

*&»-&»±, FAMtVICOM^-O^^^tbi'^ :^T? l4o 
[0 0 5 4] 
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(3) A >^-^-SHJ:*SNPOlfttU 

N TWV7°n-ytPf feO-C*>-6o T l/;P"7°n — y/A DNA (HMD 
NA) t^^7*^^XLTM-$ilMtl)»i^ »MDNAO@^iJt {iftt 
Hft&S^ltJboT^ ADNAfc'W 7 'J ^XL^v^JOlit (7 5-; 7<h 

(DiZLUtf. SNPfc**JS-f SttXfcfcoTV** (04a) 0 -tfB "7 7 * XE?!U± , ft 
&1"£7 l/? h^n-rtffiffiW^E^^^ri - ** 1 ; rrjc^r v^-^ K-C** 0 & 
0 Z>ti<7)*V rm, ^ >^-^-7n-7tBW*LT^& 0 do*'; SN 

ft^ttTV^ (H4b) o IU SNPWK#J£"t£BB?!l (H4b4>, TNJ ) liffit: 
«tiv\ ^oT, #|M^&&^V ADNA£Jifa2oc7)yn-y£^7*U 
^4f-y3>?t4i, SNPg^jLtC-f >"<-/-7n-7(7)lIi (N) j&HRl «9 
&tr J: d i:fAL (HI4c) . SNPgM£ri*3 nm*tel$tfr Z> 0 
[0 0 5 5] 

fWiJ(^Itl)^o :^7 p o-7?'71/7f (FRET) yn- 7* (fluorescence 
resonance energy transfer probe) £ V>3 (05) o FRETXn -X^>5'*a8^ 
£ (1/*°-?-) lct±«3tfe*R**ai»$*tt:*»), *tf>_tSfct::f±*i>^*-Q 

mm*j&i&x£2>£ ; )izmi2ftx^2> ms) 0 

[0 0 5 6] 
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lxT--tffett^W1-^^ (5'J* ? U-*^--tf) ©lof^^^'J-A-t' ( 
cleavase) £ffi^& 0 ^ U -^--tf{i, ADNA, T WV7°n - fEiXf^ y^- 
V- 7° n - r ^SNPf5:gtr 3li:^o/:B|i:, 7W^n- 7*?)SNPf£g W ffl £ 
mm-f&U^h&o ^oT, El4cc7) £ -5 C3oofiS^t^ 5' Tfdgri*? 9 * 

, iCDSNPfflMawflKt*** U -^--bf^J: lJ©9ft£*L (06a) > yyv7°co%m 

x~tv)V7°u- f-hm m^fiy^y 7tRfrifi&m-? & (06b) 0 & > r u ;u 7° 

n-7^?,SlL/:7 7 7 7°£B:fr{i, FRET7°n-r fcffittfcjfcE?!!'* i> ^tzftffi 
ffi$g&1r2> (06c) o i^t^ 7 9 y yoSNPtlSfi^TRET^^^ffiffi^^i 

(06d) o SNP^fi^TV^yn-roSNP^WJSI-^K^J^-^^^-b^v^ 
[0 0 5 7] 

fwj x. t£\ & * SNIOT/CO fc § , Tffi<?M >^-^-7°n-7\ 7l/^7°n- 

£ tiVICO^ft * H L , T/C^ f- n £ i±FAM t VICW^O^ 

[0 0 5 8] 

(4) SniPen£K«fc£&ffl 

SniPerV* "CSNP «r ^ffi 1" & * {± „ T V)V<D iftglj * RCA \ZX 2> if |g <7)^4& "Cff 
.r^yy ADNA^7°n-7'£/W7*'J ^XH4o 7°o- r co K^iJ h m$l X & 
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^jltfi-^o itLC^L, 7"n-7V)»^y ADNA^vy^L&tftU?, 9^ 
y-> 3 ^ftT^tKK&ib&v^*^ RCAtf>£jS{±jiifcv>o fi£oTSniPer& 

<DmimZfeitiB®t%:&Smzftfc1r&m^ LX&^X, z<os* Kn ^yn 
- y yy ADNA<h 9 >f v 3 >RJ££^T 9 o Fn^ 7°n - 7© 

Wii&byy ADMOSNPW$fr&TO1SW^**Uf, 9 >f v 3 «t o X^ Y 

uy?y°u- f (i M & ^ 15 fr\ fflffiMXftllti Hmk K 5> 
v^o ^oT, *f^£&&SNPK*B^-r&/-?Kn y ^7°n-7^«t^ *K D 

[0 0 5 9] 

(5) MALDI-TOF/MSritC i&^ffi 

MALDI-TOF/MS (Matrix Assisted Laser Desorpt ion-Time of Flight / Mass S 
pectrometry) m*. KS^ft^SNP^ 4 \d V ffKfcm LtzJj&X&Z 0 

[0 0 6 0] 

( i ) SNP * ^ tf DNABffi- <D?cm WRxmwk 

77^-, dNTP^^I^*L-Ctiiliigff>t^fflM1-^o 
[0 0 6 1 ] 

(ii) 7 5 7^-7-#fi^ (-9— r;HJ->f RIFmm 

pcRmmx&zmMm&<vmmKftLxiofe&±.v>-?7 j^-itm*., *r—? 

, 15~30^S, Ut L< (±20~25m^-C*^)o 7*l/7^^R)£tft-5i'& 
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, 85-105^ (»it<{±94°C) i:35~40°C (#f £ L < {±37*0 ©2fitP|f20 

[0 0 6 2] 

(iii) K*^«fthUJ: *DNAO«*^*f 

1"&o tftfe*., illt^vb'J-^^tl^L, MALDI^V- f HO. 5-1.0 

[0 0 6 3] 

(6) Jfi*E^J*5e^HJ:*«ttJ 

**Si:^i/>tl±, l^*c7)#S^^fiJfflL^#Mco^m^tf d Ct^Tl 
&o of I ^ f )tf t^tl tit $ a/; 4 ii« y f * t + y ^ ^ U t f K 

> -yy -rmy^vm— v—y*?* * tf^ u -i-em^ci&s^T&v^ dna^> k 

lilfiifgUt'J =r** y*i- K*®fttfcWi^*R*#ffi«ttfc£'*ffl^ 

[0 0 6 4] 

6. ^OffFffi 

ttiliE#2 005-3054255 
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[0 0 6 5] 

Will, ||!»A^)S-^tcJ:o-C*a#tt (BOffcffi) *?FLrt:#a>SNP«r»&fLfc 
ii^fiJWU #14 (HlfttB) *^£fca»ofc#©SNP*»WL T/T£# 
SNPfll#f T/T*#o#t±^A<7)^{i-e§35rv>tlfffi-r^- 
[0 0 6 6] 

7. iftw^^ v 

mmmxmmm K£<>xttmzti2> m^j^m^R &&&& * mm-r *>tz*><r>n 
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[0 0 6 7] 

, mmxmmmx^mm^t^mmi^htitzmm^m^, *<?>wm(om&. 

Ie¥, WfiK&m*^*-* i><VXh& twx.^. 0 lOflUBXtt^&teOfElt 

mm£i±%t^z&^xmffimxit^mum~xm& • mwzti&o x<>x, -ett 
h m& k {± c: n * gij m-r & - > * & v Mi § Titffl -r * - 1 a* mi g 1 £ * 

[0 0 6 8] 

IE £ istfticp^* c t -cuto* ? y - - > ^oTfg * & o 

[0 0 6 9] 

HifcM K * OS* WIEH d*IS5e £ tt & & tf> T- 1± £ v \, 
[0 0 7 0] 
(»J1) SNPflH*tf>JDtf§ 
(1) DNAfflm 

IflL#M#(7)£v^48A^^EDTA#^T^jflL^^To7to DNA^JfttBti, 
[0 0 7 1] 
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jflL^10ml^50ml<D7r;W3>^-i-7"^#L^ ^^T^OOOrpnk 5^il'l>£ 
firoTto e^-7h^T±V# (jfiLVt) *mXLtz'ik^ W:mm^y ~7 r-(10mM NH 4 
HC0 3 , 144mM NH 3 Cl)^30mliJPx^o itm&te Cfih t T^SfD t ^-C2053* 
^ttL/io m^-e3000rpm, 5 53^3t4>^T o tf^ y MCTJiVf (jflLVt) 

e«<75^^^b^#^o RBCv§M^^-7 7T-£30mlflPx.. l*HH<^fF 
^^^aiHtTo^o SiflLJt^^V^ M^Proteinase -.y 7 r - (50mM Tris-HC 
l(pH7.4), lOOmM NaCl, ImM EDTA(pH8. 0) ) £4mk 10% SDS£200// K lOmg/ml Pr 
oteinase K£200/; lTJPx., fs1M*PL7^ 37^ ^-B»« L/io 7x/-H 
4mlj&Dx., n-r--^- (Rotator T-50, Taitec) HT4B#W*9>o < «9 ^ISWMP 
t/Co MST3000rpnu lO^HIjt^Sr^TV^ ±jf £§r Lv»fa - mEUK Lfco 4 
ml(7)7xy-JV-^ nO/tji/A-'f 775 ;VT;>n-;i/(^FStJt25:24:l) £7JP;U 
|WJ«lH2B#^*E^lr^Pt7t^ SfckLfco ±«*3JfLv^i- , rtCEJRU 4ml<7) 
?nn*^M VT5 ;i/T;w=i-;i'(#^it24:l)*iPx., ITOK3059iEEI?I*n 

U VT'n/NV-^ml^Snx., $E^lflfPL/io 6fe#rffi$KDNA) £2ml# 

o^-^-yniajRL^ 70%^^ y Timlin A, fsWMiLfco frtwmi^o 

^jL-rtCDNA*iaiRLJiH£L^, TEv#VR(l0mM Tris-HC 1 (pH7. 4), ImM EDTA(p 
H7.4))^500^ WRx., m#&. 2±dM*f>7°^tLtz 0 
[0 0 7 2] 

(2) PCR 

y;Ay-^x>^li, GenBank DNAT ? -^^-y.^'bl#7to RepMask n > kf 
a -^7'D^A*fflv\ 'j e- hg^iJ^^v^Ttm, PCR^%^lkbMm^^^> J: 
d CPCR-7°^-f T-*K5eUfeo *V ADNA{i/|WJ»iSHpML/iJfiLlSM#<7)^v^ 
48Atf)DNA*teffi Lfc 0 W3A5^<7>DNA£l^<7)-?-^ - -TKI^fijUf, 
*>60ng5rPCRtC^fflt^o PCRti, Ex-Taq(2.5U; TaKaRa) U GeneAmp PCR 

System 9700(PE Applied Biosystems) ^Tfro 7"jo 94tJ-C2frlflJKJo&* 94 
t:-C30#co^f4, 60°CX{i55t:-e30#(7)T--'; 72°C-Cl53-<7)#S£fr^ 
, i-9->f LT35-9--f ^Mf o/co 

[0 0 7 3] 
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(3) v-^-^X 

PCR0TO, Array lt(Telechem)£j£ffl LflU!i*ffo^:^ BigDye Terminator 
RR Mix(PE Applied Biosystems) v- * J^^&tD&^T o tz Q GeneAmp P 

CR System 9700(PE Applied Biosystems) 96VC2^mKJZ^ 96^^20 

1&<r>W&~ 50VT:30fpCDT~-') 60t;-e4^<7>#:K Zft v\ -ti^lt^ 

LT25+r^ ^Mto/^o v - * j. > x RlSf^ ABI PRISM 3700 DNA Analy 
zer K ty-^i > Xff =Ht o /i 0 
[0 0 7 4] 

(4) SNPOtttb 

SNPOfttmcJi. PolyPhredrr>lfj.-^-yn^9 ^(Nickerson et al. ( 199 
7, Nucleic Acids Res., 25, 2745-2751) U Mffi*ft^fz 0 

(5) 

B§-^, ^^-^(GenBank) (^ACCESSION ^^KtStMIOmf^-Ofif jt 

£:SNPs<7)^{ug£®9~14ni7FL7to H9-14H;i3v>-C, .x* y 

^ l tz itfeT-± k e & £ o 7 * 7, x itm^wi^ l tz o snps coftrnzm it ^ 

[0 0 7 5] 

C^»J2] 

o M*^[11142C^i-o Hl42^i3V^T, «lfi(Allele 1) fiTCTJfc-f ^FAMO^ 
<7>5iS££, mm (Allele 2) iiCKttJkiT- &VIC<7>libfcc7)$g£ ^"To <7> 
^{iSNP^/^-^^T/T-eabO, HA (•) fiC/C, 63*1 (O) JiT/CT^ CI t 
Z^lTo BMft (■) (i^y^^y Kfit£McU xWlZmj&FlitZ^Iro 
^°*;i/A (±) 0^77tc^^tL7^^^^^-y{iSNPO/^^->^C/CO^<7) 
/6 ? #<. ^;WB (T) c7)^^7tc^^tt7t:m^^-^^--7°«iSNP<7)/N 0 ^->^T/ 

TO & CO Z. t fffrfr & o 

[0 0 7 6] 

c^»U3] sNPof&m 
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HtU 3flM^^Mtat^itfeT-(EPHXl, ABCB2, AANAT) SNP ^tB Sr, 
■i y^—y—feKX ^tfofvio EPHXltCo^TfiNo.3 (E^iJ#-^49) WNo. 17 ( 
ffi^#-^63) > ABCB2^ov»TI±No.4 (BB?!l#-^4) Stflfo. 11 (SE^iJ#^ll) , A 
ANATKo^-Ct±No.3 (S£^iJ#-^561) <7)#@^im^?v>Tt£ft £ *ifc>f V 

[0 0 7 7] 

[£2] 



SNP 



Mm i 

v 



EPHX1 



ABCB2 



AANAT 



jjfeg e3Mff*63 BBS B ?*? L 561 



No. 17 



No.4 



No.11 



No.3 



(T/G) 
T/T 
T/T 
T/G 
G/G 
T/G 



(A/G) 
A/G 
A/A 
A/A 
A/G 
A/G 



(G/T) 
T/T 
G/G 
G/G 
G/T 
G/T 



(G/A) 
G/A 
G/G 
A/A 
G/G 
G/A 



(T/A) 



T/T 
T/A 
T/T 
T/T 
T/A 



[0 0 7 8] 
[0 0 7 9] 

[0 0 8 0] 

SEQUENCE LISTING 



<110> RIKEN 
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Nakamura Yusuke 
Sekine Akihiro 
Iida Aritoshi 
Saito Susumu 

<120> A method of detecting gene polymorphism 

<130> RJH13-090S 

<140> 
<141> 

<150> JP2000-399443 
<151> 2000-12-27 

<150> JP2001-135256 
<151> 2001-05-02 

<160> 3360 

<170> Patentln Ver. 2.0 

<210> 1 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1 

agctaagagt caaagcaccc sctttttcca ccagcctcgc g 41 
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<210> 2 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2 

ccaccagcct cgcgtgcctg ktcccttcac ggacactcta g 

<210> 3 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3 

ttgcaagcgc tggctgctac mggcgacctc cctgcgctcc c 

<210> 4 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 4 

gctttgcgcg cggcgctaac ktgtgtaggg cagatctgcc c 

<210> 5 

<211> 41 

<212> DNA 

<213> Homo sapiens 



mm 2001-256862 

<400> 5 

aaggaaactg aggccaagac yctaaatgct gaaactgcac a 

<210> 6 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 6 

ccctcaccat ggtcaccctg rtcaccctgc ctctgctttt c 

<210> 7 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 7 

gtatttcttt agcatccaag kggcatagct gtgtctcttt c 

<210> 8 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 8 

atttctttag catccaaggg scatagctgt gtctctttct c 



<210> 9 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 9 

ttccttcagg ttaatgactg yggttctttg tgtcccctcc a 

<210> 10 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 10 

gtctctgccc ttgtctttgc ygcttcttct atctctactc c 

<210> 11 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 11 

agcgcacttt tcagctgcgg rtgtctcctc ttttatcatc c 

<210> 12 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 12 



#SI 2001-256862 
aactgcatca ccttttccct yaagcttttt aattcctatg a 
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41 



<210> 13 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 13 

cattcaggga ggcccaggtc rtgtgacgtc gacagttgct g 41 

<210> 14 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 14 

aacaccctta ttttatagat ycaatgactg agtcaagaat t 41 

<210> 15 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 15 

cagcatctct acttatacca ygctctgctt taaggttctc t 41 

<210> 16 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 16 

actcaaatag gtggtaggag yagagacaat tcaatacaga c 

<210> 17 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 17 

gagcagagac aattcaatac rgacagaagt cttagatgag a 

<210> 18 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 18 

tagttttgcc atgtagaatt saaaaagtga tagatggtgt t 

<210> 19 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 19 

gttaagcctg cttcaatcaa rttagttata ttcttgttct a 
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<210> 20 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 20 

ttgacttagc gacactgtta rcatacttat ctttcctgtg t 41 

<210> 21 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 21 

ccttgctgca cctgtgctgt mtaagtttgg cttattatag t 41 

<210> 22 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 22 

agtagagaca ggctggcgat sacaccggac agagctaact g 41 

<210> 23 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 23 

aacagaatca tgaaattaag ytgttaatga tttgaaggcc t 41 

<210> 24 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 24 

aggataaatt gtttatgtcg yctgggtacc atcatggcca t 41 

<210> 25 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 25 

ctggttgact ccagatatca yagaaggagt tgtaaaattc t 41 

<210> 26 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 26 

aatacacagg aagcttctaa rtaaagtaag gaagtcactc t 41 

<210> 27 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 27 

ctaaagagtg aatggattca rtacgtccct tggaactcac c 41 

<210> 28 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 28 

ctgaggttcc agcttatctc wtagagatgt ttacttagtc t 41 

<210> 29 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 29 

tgttagaaga aaaaaaggtt yatattacaa gagggtctga c 41 

<210> 30 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 30 

cccaagatat cttcataact stccatagtg cctagggtgc c 41 
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<210> 31 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 31 

tttacccaga ttcacctatt rttatcattt ttgctcccaa a 41 

<210> 32 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 32 

tgtcctatac agtttttgtt wtaagtttag taaattgatt a 41 

<210> 33 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 33 

tccagcttgg gtgacagagt ragacttcat ctcaaaaaaa a 41 

<210> 34 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 34 

tactcttggg gagcctatca scagggtggg tcagatatag c 41 

<210> 35 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 35 

tgtttctttt ctgtccagat wctctcggca tttagtgaca a 41 

<210> 36 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 36 

cagaccacac taaccctcag ytggacctca ggatgtcagt g 41 

<210> 37 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 37 

tgtggataag aaaatagcat rtggttagac catttgtgaa a 41 
<210> 38 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 38 

cagtcggttt ggaagcttgc yaccctttct tcacttcctc a 

<210> 39 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t 
<400> 39 

tttatcttca cttatgtttt nctcagttaa gttatgctaa t 

<210> 40 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 40 

tttatcttca cttatgtttt ctcagttaag ttatgctaat 
<210> 41 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 41 

cttgcaaatg ttgctcttcc rcaaaaaaaa aaggaaagga t 41 

<210> 42 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 42 

agtatctcct aaactcttgc yatgcaggaa aaattatttt a 41 

<210> 43 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 43 

gaaatatttt actgtattaa ygtctagaac ttaaatataa g 41 

<210> 44 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 44 
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<210> 45 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 45 

cttctcttac cttgaattct mggctctcga actttgactt t 41 

<210> 46 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 46 

agaaaatgaa attgccctac ygagctaact ctgaaagcac a . 41 

<210> 47 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 47 

tgcaaaatgt gtcttactag yttctagtgc ataaaatatt g 41 

<210> 48 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 48 

aaatattggt ggagctcttc rctgtgctgg gccagtcacc a 41 

<210> 49 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 49 

aatccagaga gggagataga ktggaagttc aagggtggac a 41 

<210> 50 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 50 

ttccaagaca gagcgagggg ygctgctggg gcgtggtttg c 41 

<210> 51 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 51 

aactcgatgc tttctcctcc ktctgggtcc taactgcagt g 41 
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<210> 52 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 52 

gaaatgtaac aggcaacact rtggacacag aaagtagatt a 41 

<210> 53 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 53 

atttccaaaa tctgtttggg kgtaactgaa acacttggga a 41 

<210> 54 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 54 

taccctcact tcaagactaa rattgaaggt atgtttgcaa a 41 

<210> 55 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 55 

ctgtcaatac catgaagggg sggcgggggc actaagggtg g 41 

<210> 56 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 56 

agaggttcca taactgcccc rtcctcgcca agggtgggcc c 41 

<210> 57 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 57 

aagggtgggc ccggtgttcc yaccaggctc tccttccggc g 41 

<210> 58 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 58 

gcagtgcctg aggcacgttg rcttggatcc tcctgtctgt a 41 

<210> 59 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 59 

tgctggacca agctctggga yagccctgag cagaactccc c 41 

<210> 60 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 60 

gatgtggagc tgctgtaccc ygtcaaggag aaggtattct a 41 

<210> 61 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 61 

ggtgcctggc tcccgggcgg mcctcagtac cgctccccag t 41 

<210> 62 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 62 

tggccctccc agaaaagaga rggccctcag tgaggggaga g 41 
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<210> 63 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 63 

aggtgcagac tcatgcactc rgccctgaag aggtgagaga g 41 

<210> 64 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c 
<400> 64 

aaagtcactg gatatgcccc ntcccccgcc ccccaacacg g 41 

<210> 65 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 65 

aaagtcactg gatatgcccc tcccccgccc cccaacacgg 40 
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<210> 66 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 66 

aaagtcactg gatatgcccc ycccccgccc cccaacacgg t 41 

<210> 67 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 67 

aagtcactgg atatgcccct yccccgcccc ccaacacggt c 41 

<210> 68 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 68 

actggatatg cccctccccc sccccccaac acggtcttat g 41 

<210> 69 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 69 

ctggatatgc ccctcccccg scccccaaca cggtcttatg t 41 

<210> 70 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 70 

tggctgcttc tcaatgaata ygaacagtgt ctgtttccat g 41 

<210> 71 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 71 

gagcattagg tcagaatcca ytgaagtgag ctttgagatc a 41 

<210> 72 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 72 

gtgtgtctct actttaatct rcaaaaggtg attgaatgga g 41 
<210> 73 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 73 

caagagtggg atgttcaagg ycatcctgac ctcacttttg a 41 

<210> 74 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 74 

tctgctcctc ccggtgggtg ygctgtcttg cagctgtctt a 41 

<210> 75 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 75 

atgtcgtgaa gactgatgaa ygatggacgg ctgcactgct c 41 

<210> 76 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 76 
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gaacaggatg gagatgagct ygtttatttg tcttttaatg a 41 



<210> 77 

<211> 41 

<212> DNA 

<213> Homo sapiens 



<400> 77 

tgaagagacc tcgacatgtc kcatcccaca tactacaggg a 41 

<210> 78 

<211> 41 

<212> DNA 

<213> Homo sapiens 



<400> 78 

atcttctcag ctgagcaaac ygaggctcag agggcttaac c 41 

<210> 79 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 79 

ttaaccccaa ctggcccaag rccaggtaca tgattgggtc a 41 



<210> 80 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 80 

aagtcctttc aagagattat yataagtagt accttctcat t 41 

<210> 81 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 81 

agattattat aagtagtacc ktctcattat aggaatattg a 41 

<210> 82 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 82 

cctgagtcgg actttcaaaa kcctcttcag agcaagcgat g 41 

<210> 83 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 83 

ttgtcgtaac agggttttca katgagcata tttcctttgt a 41 
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<210> 84 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 84 

atgcataaag tctgtgaagc rggtaagaga catgcttggg a 41 

<210> 85 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 85 

ggattgagag cttacctcta ygggggtcac ctcgtgtatg c 41 

<210> 86 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 86 

attcccttat tccttcacac ygtctgtcac tcattcattc a 41 

<210> 87 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 87 

gcacaggctg ggtatgaagc yggggctgca tgctcagcta c 41 

<210> 88 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 88 

agagggtttt cactactttt yagtcatggc tcctcagaga a 41 

<210> 89 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 89 

tcctcatttg tcaagcagaa satgagtttc caatctctgg g 41 

<210> 90 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 90 

gtaagtgaac acactgctac rtgccagact tcctgccaga c 41 

<210> 91 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 91 

gtcattatca tcatatgacc ratgaaaatg accaaactgc a 41 

<210> 92 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 92 

aggtggcctt acacacatct ygcatggatg gcagcattgt t 41 

<210> 93 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 93 

tgttcacgga gaatgcacgg yatggggatg aaccctttcc c 41 

<210> 94 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 94 

tagccacctg cctttctccc rgcttcccta gcagagtttg c 41 
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<210> 95 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 95 

ctcggaaagc tgagctcagg ragacagctg tccccggggt g 41 

<210> 96 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 96 

cactgacctc cttgccctga ragaaggccg gctcctgtgc t 41 

<210> 97 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 97 

ataattttcc tgacgagctc wagtgctccc tctggtctac a 41 

<210> 98 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 98 

ccccactaat gtgagtcata yagatggagt ctcagggcac g 41 

<210> 99 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 99 

ggataaaaac gaatattggt rtagcgattc cacagtttac a 41 

<210> 100 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 100 

agataggccc atgtgtgtgc rtgttagtaa atttgtgtat g 41 

<210> 101 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 101 

gctgtagcca tccaagccta yagaacttgg ctgtgagtgt g 41 
<210> 102 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 102 

atcatctgac tggtaagttc yagttctgtg gtaactcaag t 41 

<210> 103 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 103 

atttcatgga gggaagtcca yggtagaagc aggctgctag g 41 

<210> 104 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 104 

ggctcagtgg ttggggccca rtggttcatc taggacggga c 41 



<210> 105 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 105 
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<210> 106 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 106 

agctcagcag acctcctggc ygtggtgggt agctcctttc c 41 

<210> 107 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 107 

actgtccaga cgggagtatc ycactgcttg gtgagcccca c 41 

<210> 108 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 108 

accgtcccca gctggcccca rcctcctgac atgggcctct g 41 

<210> 109 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 109 

ctggagccag gctgcagccg magtgcctgg ccatcctggc g 41 

<210> 110 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 110 

gtccaggcac tgtggcccta ygtgggagtc tccagtctcc a 41 

<210> 111 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 111 

ggcagtggtc caaggaccag satggactcc ctcttctcac c 41 

<210> 112 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 112 

atctgtaccc tcgcggactc yacctggctt cgtgccatca c 41 
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<210> 113 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 113 

cgcggactct acctggcttc rtgccatcac ccccgccaga t 41 

<210> 114 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 114 

tcaggtgtcc cctccctcat rcctcctcac cctgccctct c 41 

<210> 115 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 115 

tgtaaggaat cctgccaaga yggcagatgc acacggggtc a 41 

<210> 116 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 116 

ctcctgcaca tgtgctccag rgaggaaagg catttgacag g 41 

<210> 117 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 117 

ggcatgtgtg tgtgtgtgta kgtgtgtgag tgtgtgcatg t 41 

<210> 118 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 118 

tttctggacc agaaagcgtc rtcctctgcc agggcctctt g 41 

<210> 119 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 119 

gccagggcct cttgcacttg ygggaaagct gagctgagct g 41 

<210> 120 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 120 

ctgagctggg cagcagcatt rctctgtgtg ctgctggcac t 41 

<210> 121 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 121 

agcagcatta ctctgtgtgc ygctggcact ggcctggtgg g 41 

<210> 122 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 122 

gacaaagtgt acaacaaggt rtctcgaact gggtcagctc a 41 

<210> 123 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 123 

ccattcctgg gtcttctttg raggctgaat gaaattccat g 41 
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<210> 124 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 124 

tctgccccac tttgctcaga sgtgcaacaa ggccttcagg a 41 

<210> 125 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 125 

ggacactggc ctgatgcaga sgtgtggtct ctctcctgca g 41 

<210> 126 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 126 

ggccagggca cccctaccag sctgagtccc acctgtccag c 41 

<210> 127 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 127 

tacccgcctt cccagatgga rcgggctgct catgggactt a 41 

<210> 128 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 128 

tctggtcccc tctcctgctt rtagtttcct gggctaaaat c 41 

<210> 129 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 129 

tgggaccagt gccgccacca yggcccaagg acctggtgtt c 41 

<210> 130 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 130 

gggctccagg cacacagcgg ycccagtaca cctgtcgctt t 41 
<210> 131 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 131 

tccgtggaac tcagagatgg yacctccctg cgaggtgggg c 41 

<210> 132 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 132 

aactctcccc tgctgctgag rcagatcttg gagcctcggc c 41 

<210> 133 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 133 

ccgccctgtg cttcatgccc yctatgcctc tcactgcctg g 41 

<210> 134 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 134 
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gtcctgaggc ccctcccacc rgagcctggg gtgccctcac a 41 

<210> 135 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 135 

gctgtgactg tcttggagac ygggtcttgg cgggcctggt g 41 

<210> 136 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 136 

ccaggagcct ctgaggcagc rggggcttct caaccacaca c 41 

<210> 137 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 137 

attttgtcag catgtcacgt ycctttcata atgaagcaag g 41 

<210> 138 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 138 

acagcactgc gggagccacg rcatctgcag acgcatttga t 41 

<210> 139 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 139 

tggactctct ggcgtccatc yagccacttc agtgcgacgt g 41 

<210> 140 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 140 

ggctggctgg gccctgggat satcgtgaca ggctttagtg g 41 

<210> 141 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 141 

acaggtggga gccgaggctc kggaggtggg ccgggctgag c 41 
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<210> 142 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 142 

ccgcttcccc gtgctctggc ygtagcagaa agtgtcccac t 41 

<210> 143 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 143 

agcctcccac tgccttgtgg ytgaggggag ggggccgggt c 41 

<210> 144 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 144 

tctaacgctg tcttctttgt wctgaaaacc aaacaccttc t 41 

<210> 145 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 145 

tgccgggcag cggggaggga rggcgagtgg ttcccccaag t 41 

<210> 146 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 146 

gtgcaggcgc cctgcatccc ygcagccaag ttctgggcgg a 41 

<210> 147 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 147 

gacactgccc tgagccagga yggtgaggtg ggacgccttc c 41 

<210> 148 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 148 

tgaggggttg ggactctaca raggagagtg gactcacggg g 41 

<210> 149 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 149 

gacacctctt cactgtcagc kctgagacac gcccctgccc t 41 

<210> 150 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 150 

caggccagtt ggaatcctac rtagagtgaa agcatctcag c 41 

<210> 151 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 151 

taagcagtta acactgatgc rtgatgaaaa ttccaacagc a 41 

<210> 152 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 152 

cctccaggtg gcaggaacac ygtgaggagc atgcaacgtg c 41 
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<210> 153 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 153 

gtgggctggg acgccaggac rgtgaggggc ttcaaggtgt g 41 

<210> 154 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 154 

ctgggacgcc aggacggtga rgggcttcaa ggtgtgtttg t 41 

<210> 155 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 155 

ggaggagctg aaagagctgg rgctcgggat caggtggttc a 41 

<210> 156 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 156 

actttgaggc accaccgcac mtgtccgtgc gtgagggaga c 41 

<210> 157 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 157 

tcccagtggt ggctctgtcc ycgtctcagc cgagcactca g 41 

<210> 158 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 158 

ccgtctcagc cgagcactca kcggccaggg tggctggact c 41 

<210> 159 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 159 

ccacaggccg gatgccttga yacttctcag ctgcagggct g 41 
<210> 160 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 160 

tggagagacc acctcagaca scaaggacgg gcatgccatg g 41 

<210> 161 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 161 

acctcagaca gcaaggacgg kcatgccatg ggtcccggca g 41 

<210> 162 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 162 

atgtctcaaa tctccctccc ygggaaatct aggcacaggt c 41 

<210> 163 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 163 
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caggcccagg agcaggtggg kcctcctcac aggagcaggg c 41 

<210> 164 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 164 

actctgagca tgctggctcc ytccttcttt ccagggcagc a 41 

<210> 165 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 165 

cctggttgtg cttcggaccc rgaggcagac agaggaggcc t 41 

<210> 166 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 166 

acaatgactg ttggagccct ygagcaggct gtgtcacgtg g 41 

<210> 167 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 167 

actgggggat cctgaatccc rcctcctgat gccagtggag c 41 

<210> 168 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 168 

cacagtgtga actgttaggc sacagccaca tcttgccgga g 41 

<210> 169 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 169 

gagatggggg cggttcggga rgcaaaagca ggaaggcaga a 41 

<210> 170 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 170 

gcatgtgcat gggcagaggc ygttcccatc tgagtgggac c 41 
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<210> 171 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 171 

ggccgcgtgc tcctgcagcc wtgggctcct ctggcagttc t 41 

<210> 172 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 172 

cccagggaca gatcttctcc rccagacgtc tctttctgcc t 41 

<210> 173 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 173 

gcagataatg tgcagctggg rtgcatgtgg ttgttgctcc c 41 

<210> 174 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 174 

tggcctgcta ctctctaagc stcaccatcc tgctcctgaa c 41 

<210> 175 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 175 

ggaggaagtc agcttcttac mgatggtggc tcccagcttt c 41 

<210> 176 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 176 

ttttctcctc tcaccttttg ygttcagagg cagaggtgtg c 41 

<210> 177 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 177 

gttgggccag gctctgacag raccctcggg accagctcct g 41 

<210> 178 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 178 

ggagccctgg ctgaagaagc sttacgacca aggcctggag g 41 

<210> 179 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 179 

ggacaggccg ggggttgagc rgctgcatga aggagggagg g 41 

<210> 180 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 180 

tcaccagagt gatttcctcg mggcaggtgc ctggggtagc c 41 

<210> 181 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 181 

gaggcaggtg cctggggtag ycactgggcg gggtccatga g 41 
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<210> 182 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 182 

ggagagtaag gggtgggggg react tagga cagggaagct g 41 

<210> 183 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 183 

ccaggtgggg ccgtgtgcct stggcctggt gtgtggccca g 41 

<210> 184 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 184 

cagggaagct gggccctgaa ygagctgggc ttttgggcca c 41 

<210> 185 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 185 

attattgtga gcatgggaag wgcacatttg gtcacacatg t 41 

<210> 186 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 186 

gcctggctag acgcccacca rtgaccctga tgatggcagc a 41 

<210> 187 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 187 

tttggtccag gaagggggac rgcagccagg agcgtctgga t 41 

<210> 188 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 188 

atggagatgt gctcccccgg sgggtcagag gacctgcggt c 41 
<210> 189 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 189 

ctctggggga cgcataagcc rcctccagag gacatcagcc a 41 

<210> 190 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 190 

gggcttccag gtgtctgagc yccccggcat gtaggacccc a 41 

<210> 191 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 191 

ggctttgggg gaccctggac ycatttctag aaaacagcct t 41 

<210> 192 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 192 
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ccagggctcc caggtcagag yggccatggt agcttacaat g 41 

<210> 193 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 193 

tacttaggag gcgtcagggg ytcacctggc catggccatg g 41 

<210> 194 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 194 

gatgacactg tcattcctaa rtgaatggcc ttgtgctgac c 41 

<210> 195 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 195 

ccaacgccgg cattagtcgc kcctgcgcac ggccctgtgg a 41 

<210> 196 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 196 

cgttgcactg taggactctc yccacgtccc ctaatcccat c 41 

<210> 197 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 197 

gcagttcccg cggatagaga rggtccggtc cttcccgctg t 41 

<210> 198 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 198 

tgtgggtgaa ctgtaaaaaa ytgcctgtat tcaggaggat a 41 

<210> 199 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 199 

cttcaactaa tctgggaaca ytacactctg tttaattttc a 41 
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<210> 200 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 200 

tgggaaagct gaaaagggat kctgagacct gtggttgggg g 41 

<210> 201 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 201 

ccgacggtca accctaccac yggggaggtc attgggcacg t 41 

<210> 202 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 202 

cgtgaaagca gcccgggaag ycttccgcct ggggtcccca t 41 

<210> 203 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 203 

gcggggccgg ctgctgaacc kcctggcaga cctagtggag c 41 

<210> 204 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 204 

acttgccccg gcactcgcca yaggcaacac tgtggttatg a 41 

<210> 205 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 205 

aaagtgcaac tgtaagaccc rtagagaaaa actctggttc c 41 

<210> 206 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 206 

tgccgaaatg cggcagatga ygactgggga cctgaaccct c 41 

<210> 207 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 207 

acttaccact ctgtcctctc ytgccaggcc tcttcctgtc a 41 

<210> 208 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 208 

ccgcacatct gtaccctgcc sccatcctcc agcagagcag c 41 

<210> 209 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 209 

tcagtcatgg gttctctggt yccaacttca ccgctgactg a 41 

<210> 210 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 210 

aggaggccgg gagtcaggcc rccctcagac cctctggctc a 41 
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<210> 211 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 211 

gggagtccct gggggaagcc kcatgtaggg aagcaggcct c 41 

<210> 212 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 212 

ggataaggac atcagaggtg rgcgctaagc cagcagcagg c 41 

<210> 213 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 213 

atctcttacc cacaccccca scatggtggg gaggttcctc a 41 

<210> 214 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 214 

ccatggtggg gaggttcctc rtcctaaggg atccgcagag c 41 

<210> 215 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 215 

tccctgcctc cctccttcag rgagctcaga aacaccttca a 41 

<210> 216 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 216 

ggaaacccct cagaaccagg ytccaagcca aatgctttgc c 41 

<210> 217 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 217 

cagaatacaa aagtgggatg sgaggcaagg agtcccgtta g 41 
<210> 218 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 218 

ctcgaggtgg agcttagccc ygtgccagga gcaatgggac t 41 

<210> 219 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 219 

ggagtcagtc ttcacttgca mtgggggaac agatgctaat a 41 

<210> 220 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 220 

ttatccagta aggtggctcc rtcacctctt ttcctggtgg g 41 

<210> 221 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 221 
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<210> 222 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 222 

aggaggttgt aggggcttgg mctgaatttt gttccttgac t 41 

<210> 223 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 223 

gggaaggagg aaaggaaaga rggggagggt ggttctgctt a 41 

<210> 224 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 224 

taacaccgga cgcccagcag magtcccagc ttcttagaat c 41 

<210> 225 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 225 

agcaggcccc agccctgccc rctactcacc tgggccccac c 41 

<210> 226 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 226 

tttctgttgc accacggacc stcattctgt aaccgggata c 41 

<210> 227 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 227 

gtaaccggga taccagccag rgatggggag cgggaggcgc a 41 

<210> 228 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 228 

tcctgcggct cctactgggg mgtgcgctgg tcggaaggtg a 41 



ttiiE#2 005-3054255 



#11 2001-256862 



^-v: 149/ 



<210> 229 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 229 

tcactcaaat agagctgagt yagtcactca gctcttggac c 41 

<210> 230 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 230 

acaaactcac atgccaccag scatatgatg taaacatgta a 41 

<210> 231 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 231 

aaagcagagg gctgtgcagg ygcccctgcc cctaggctag g 41 

<210> 232 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 232 

caaaggcctc atcctcaggg mggccaactc ttctgtttta g 41 

<210> 233 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 233 

actgcccagc tttaggttca ytcttgtaag tgttgctggt g 41 

<210> 234 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 234 

ctgcccagct ttaggttcat ycttgtaagt gttgctggtg t 41 

<210> 235 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 235 

gcccagcttt aggttcattc ytgtaagtgt tgctggtgtc a 41 

<210> 236 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 236 

ccctgcgctt tgaagggatg ratgtgacct ctcccacatt c 

<210> 237 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 237 

tggtgtggcg gttcactgat yccccagcct tctgctcgat c 

<210> 238 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 238 

atggcaggta atgattcact rttgtggagt aagacttttt t 

<210> 239 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 239 

gccacgtgga agtgtataaa ytatctggaa ttatcttgtt t 
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<210> 240 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 240 

caccctgttt agcacctagc mccatccctg gcctctgccc a 41 

<210> 241 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 241 

agtagcaccc ctcccccacc rgctgtgaca aaccaaaatg t 41 

<210> 242 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 242 

ctgatttgta tgccatgaac yttgagccga gggccacaga c 41 

<210> 243 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 243 

aatgctctat ttataaaaac yatctttatg ttttttactt t 41 



<210> 244 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 244 

aacgtgggca taaaccacca yctagtgcca aaaagcaggt g 41 



<210> 245 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 245 

tgcctctgca caccccttcc ygacaccagc cctttcttta c 41 

<210> 246 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 246 

tcggccggcc acgtggagcc ygctttcctc ctcgcaccca c 41 
<210> 247 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 247 

tggtgttacg cacagctcct ygtcccctcc ctgcctgccc a 41 

<210> 248 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 248 

ctgtactggt tcagcgtgcc rgccatcctg aagggctgga t 41 

<210> 249 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 249 

atcccaggat tctacgattc yggtttgctc caggtatgtg c 41 

<210> 250 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 250 
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<210> 251 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 251 

atggcaaaca agggagtggg ycaggtgtca ggtgacgggg g 41 

<210> 252 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 252 

ccccccttaa atcatttaac ygaatggtat gtaacaggtg t 41 

<210> 253 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 253 

gcagagtaaa gggactcact saagaagagg aacgtggggg t 41 

<210> 254 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 254 

gaggggtata ttcatgaaga ktccaggaaa aggtaaagat t 41 

<210> 255 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 255 

cggtttcata tgttactgat yatacaatga gatcctaggt g 41 

<210> 256 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 256 

ggtttcatat gttactgatc rtacaatgag atcctaggtg a 41 

<210> 257 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 257 

catatgttac tgatcataca rtgagatcct aggtgaaacc t 41 
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<210> 258 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 258 

aaccctgcat tccccacaca rcacccacaa tcagccactg c 41 

<210> 259 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 259 

gagccaccct gcctaggcct rtgcttttgc tgagtcatca g 41 

<210> 260 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 260 

gctgggggtc ccagcaggaa rtggtgagac aaagggcgct g 41 

<210> 261 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 261 

ctggctggca gggagacagc mcaggaaggt cctagagctt c 41 

<210> 262 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 262 

gagaccttca cacaccctga yatctgggcc ttgcccgacg a 41 

<210> 263 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 263 

ctggttttca gccccagccc ygccactgac tggctttgtg a 41 

<210> 264 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 264 

agccccagcc ccgccactga stggctttgt gagtgcgggc a 41 

<210> 265 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 265 

tgtgatggtg gtaagggaac rggcctggct ctggcccctg a 41 

<210> 266 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 266 

catgaaggag gtgagaccac stgtgaagct tccctccatg t 41 

<210> 267 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 267 

ggaggtgaga ccacctgtga wgcttccctc catgtgacac c 41 

<210> 268 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 268 

gaagcttccc tccatgtgac wcctgggggc cggcacctca c 41 
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<210> 269 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400>'269 

ctcacaggga cccaccaggg ycacccagcc ccctcccttg g 41 

<210> 270 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 270 

ttggcagccc ccacagcagg mccggattcc ccatcctgcc t 41 

<210> 271 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 271 

gcagccccca cagcaggccc rgattcccca tcctgccttc t 41 

<210> 272 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 272 

ctccctgcca aagggtgtgc yacccagggc cacagtcatg g 41 

<210> 273 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 273 

ttttactttt cctgaatcag yaatccgagc ctccactgag g 41 

<210> 274 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 274 

aatccgagcc tccactgagg rgccctctgc tgctcagaac c 41 

<210> 275 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 275 

ccctctgctg ctcagaaccc saaaagggag attcaaaaga t 41 
<210> 276 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 276 

gagtttgtgg ggcactccct rccagaggag accgtggact t 41 

<210> 277 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 277 

gctgtgagag gggctcctgg rgtcactgca gagggagtgt g 41 

<210> 278 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 278 

tgttctttct tggttctatg satccatgct ctgctccacc c 41 

<210> 279 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 279 
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tgtgggttgc actgggccag racccctggc accttcaaga c 41 

<210> 280 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 280 

ctttccaggg cctgcctatc ycagctttct ccttcttgcc t 41 

<210> 281 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 281 

tccagggcct gcctatccca kctttctcct tcttgcctgg g 41 

<210> 282 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 282 

actgcgggcg aggagggcac raggccaggt tcccaagagc t 41 

<210> 283 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 283 

ctgactggcc ttgtgagtgc rggcaagtca ctcagcctcc c 41 

<210> 284 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 284 

gagctgatcc aggacatctc ycgcccgcca ctggagtacg t 41 

<210> 285 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 285 

m gccacccacc ctctcccagg yggcagtccc caccttggcc a 41 

<210> 286 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 286 

cagcaaccct gtgtcggcac yccctgcccg cttctccagt g 41 
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<210> 287 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 287 

actggggtcc caggggtcga sgagctggct ctatgggttt t 41 

<210> 288 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 288 

gctctgagct gtgagagggg ytcctggagt cactgcagag g 41 

<210> 289 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 289 

cctccccgct ccagctcctc wacttgccct gtttggagag g 41 

<210> 290 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 290 

ccactgactc ggggcttgcc maggctgcca gggctggcaa a 41 

<210> 291 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 291 

cctctcccct ggaggctgct ytacccgctg tgggggcgca t 41 

<210> 292 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 292 

tcccgtagcc caggcaagtt yggtgaccag agagcagccc c 41 

<210> 293 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 293 

cctgcttctc cctttacctg kctggctgtg tgaccttgga c 41 

<210> 294 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 294 

taggaatggc taagcgtgtc rttggcttct gtggccactc a 41 

<210> 295 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 295 

cattctcact gatgcagacg raagcttctg ggcctgggcg t 41 

<210> 296 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 296 

cacccttggc ttttaccagc rtggaaacat tttacctgaa t 41 

<210> 297 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 297 

gcgtgggctt ctggagggag ygagaggaga gtggagggcc c 41 
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<210> 298 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 298 

agcttgaaat gagccagact ytcctgggac ctgttgaccc c 41 

<210> 299 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 299 

agtactttgt tttatcctcc ycatcctcac aactttgcca t 41 

<210> 300 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 300 

gccaggatcc cttgagagac racatgaaca cagccaggag c 41 

<210> 301 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 301 

tgcttcgggc tgggcttggc rggggcagct gtgctccagg c 41 

<210> 302 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 302 

caaactgggg cccttaatgc ygcacaccag agcctccttt c 41 

<210> 303 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 303 

ctctcacaca agggcggagc stcttcccct tgaggcagag c 41 

<210> 304 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 304 

agacagaggc tggggccaag ycagggttgc cggagcttcc t 41 
<210> 305 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 305 

gccaagccag ggttgccgga kcttcctgga ctggtcaggc c 41 

<210> 306 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 306 

ttttcctctt agagcttccc rtcgtgctct gtgtcgaggg c 41 

<210> 307 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 307 

caggcgggga gcctgaatgc ygcagtcgtg agggtggcca g 41 

<210> 308 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 308 
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tcataaaata atgatatcag yacacttttt ggaaatttga g 41 

<210> 309 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 309 

ctctgtgccc ggtgttgaga maggccatgc cctagagtcc t 41 

<210> 310 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 310 

gccatgccct agagtcctgg rgagttccac cccagaacag c 41 

<210> 311 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 311 

gaaccatctg ggagtcgttc ygtactgccg tgccgagggc c 41 

<210> 312 
<211> 41 
<212> DNA 
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<213> Homo sapiens 



<400> 312 

agccatagta gctagccagc ratcagcgct gggaggggag c 41 

<210> 313 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 313 

actccacttc ccctgaaccc yaccccttcc ttcctcctct g 41 

<210> 314 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 314 

gcgtgccgaa ggcgggaggg ytgggatggc tcaagacgtg a 41 

<210> 315 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 315 

ccagctgact cccacaccag yggtcagaga acattgtctt t 41 
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<210> 316 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 316 

acattgtctt ttaaggtttc ygaagtgctg caataaagaa a 41 

<210> 317 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 317 

tctgatctca gagagctgac ratggaaaga attctaaacg a 41 

<210> 318 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 318 

agaccggtgc ctgcagttta kcccacagct cagccctccc t 41 

<210> 319 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 319 

ggaagggcca gggctgcctg ygatgcccag agcagtgcac t 41 

<210> 320 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 320 

agatcatact cgctcctggg rtgtttatta aacacctgcc a 41 

<210> 321 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 321 

gttcccggcg ttgcgtcgag sgtttctgct tgtgggggta g 41 

<210> 322 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 322 

tccaaagcct gtcttcctga kttcctgtgg aaggagagtc c 41 

<210> 323 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 323 

acccgccacc atgcccagct matttttttt gtattttttt t 41 

<210> 324 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 324 

agaaaagcag attaatgtaa sagtgacgct tagacaacaa g 41 

<210> 325 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 325 

ggcagaaaga gaatatagca rctattaaac acaaataaat t 41 

<210> 326 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 326 

tattgctgtc cacctggtca rtgtgtcctg ctgataagtg c 41 
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<210> 327 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 327 

aatacaatac ttattctgta yaattctaga gggcccagag a 41 

<210> 328 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 328 

tagaacaagt gaatatttta ygttcttagt ggtttatggt t 41 

<210> 329 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 329 

tacgttctta gtggtttatg kttggcagtt ttcccccaac a 41 

<210> 330 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 330 

tcaagacatt taataatgca yatgtttcag ctaacccttt t 41 

<210> 331 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 331 

ttatagtggg tttaagcatg rtttctaaaa aatttaaata a 41 

<210> 332 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 332 

aaaacattag aactgggaag rttaaaaaat ctttagtctt t 41 

<210> 333 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 333 

tatgtgcacc ctaataacat rtttccttaa aactagtact a 41 
<210> 334 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 334 

ttggaaggta acttaatgta rgtgcctgaa aaacagggat a 41 

<210> 335 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 335 

gaatggggat ttccctcagt sctgcccact ggctgctctt g 41 

<210> 336 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 336 

acctgttgcc ttaaactcac rcctgctttg tttttccagg t 41 

<210> 337 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 337 
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tgctggggaa gaaagatcag sgtctgggac ttgttgattt t 41 

<210> 338 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 338 

agcagggcac gtcaccctcc yggcacaccc atgtgttcac c 41 

<210> 339 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 339 

ttgttatttt cattatgaac yatgaaatat ttcagctgaa a 41 

<210> 340 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 340 

gttgtctgta catgttctaa kgttttgtag aacacgtgtg c 41 

<210> 341 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 341 

acggtgcttg gcctgcatta ycattttgta gtgaagtttc t 41 

<210> 342 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 342 

tcacctatca tcctcactgc raggatgcca ggatacctcc c 41 

<210> 343 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 343 

cttaagccat cgtgcaggtc rttgctgtct tctgctcact t 41 

<210> 344 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 344 

cccaggctgg agtgtagtgg ygtgatctcg gctcactgca a 41 
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<210> 345 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 345 

ggagtgtagt ggtgtgatct yggctcactg caacctccgc c 41 

<210> 346 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 346 

ctcggctcac tgcaacctcc rcctcccggg ttcaagcagt t 41 

<210> 347 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 347 

aatgttcagt ctctcaattc ytggtcatct gatttgttcc t 41 

<210> 348 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 348 

taaataaata aactattggt ycctttcttg tcttataagg t 41 

<210> 349 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 349 

tactgcagcc tgatacttct yggcttaagc catcctctca c 41 

<210> 350 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 350 

caccccaggc tcctgagtag ytaggactgc aggtgcacgc c 41 

<210> 351 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 351 

cccaggctgg tctagaactc stggccgtaa gggatgcccc t 41 

<210> 352 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 352 

gttgatggcc ttatttatac rtttccatta cagcttctag t 41 

<210> 353 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 353 

caaatatttg aaaatgggac scaggcctga ggaagagctt t 41 

<210> 354 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 354 

taagctcagc atttctgagc rtgtgctgat tttaggaaat a 41 

<210> 355 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 355 

gcgtgtgctg attttaggaa rtaaacagtt atcgtattga a 41 



tBfE#2 005-3054255 



mm. 2001-256862 



^-v: 184/ 



<210> 356 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 356 

gattcaacgt acataccagc ygacattgac aggtgaatgg c 41 

<210> 357 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 357 

gtctccttaa aaggtggctc kctgcccctg gcttgcccca g 41 

<210> 358 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 358 

aagaccagcc tgaccaaaac rgtgaaaccc cgtctctact a 41 

<210> 359 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 359 

tgggaggcag aggtcgcagt ragctgagat cacgccgttg c 41 

<210> 360 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 360 

ggacttcact gggggttccc rctgcttctg ggtggccccg g 41 

<210> 361 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 361 

gtttgtctga cactggggac rgggcaggaa gcaccactat g 41 

<210> 362 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 362 

aaagggattt ttttgaactt sgtaattcaa agatttaaga t 41 
<210> 363 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 363 

tcctgggtac agagttggcc ktgaacaaac atgagtcctt c 41 

<210> 364 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 364 

cttccccact ttcagatctc ygcaaatgac ttcattgcca a 41 

<210> 365 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 365 

cgcttcgatg cggactatgc rgagaagatg gcaggctgca g 41 

<210> 366 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 366 
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agagctcccc agagaggact rtgaggctgc atgatgcatg a 

<210> 367 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 367 

gagtgagacc cccatctcta yaaaattttt tttaaaaagt a 

<210> 368 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 368 

atgcctaagt ttacagtagc yaggcaggaa aggcacaacc a 

<210> 369 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 369 

ccagagcctg aggttggtgc wggggcccct ccatggctgc c 

<210> 370 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 370 

ctatctctcc agtgcctctc ygtccctgtc tggaccctgc t 41 

<210> 371 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 371 

ctgtccctgt ctggaccctg mtggggggcc acagagcagg c 41 

<210> 372 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 372 

tcactagttt cctgctgctg rtgtactcct atgccgtgcc c 41 

<210> 373 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 373 

tcgtctgagg tcaggagttc ragaccagcc tggccaacat g 41 
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<210> 374 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 374 

ttttgtccta taaaatggca rtttcatgtg gcccaagctg a 41 

<210> 375 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 375 

gaggcagtga tccgggccaa yggctcggcg ggggagtgcc a 41 

<210> 376 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 376 

gcaaattttt ggtattttta ktacagtcag ggttttacca t 41 

<210> 377 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 377 

gcagatctca ctttctggca rattccctga atttgctccc c 41 

<210> 378 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 378 

ttcatagggc ttttccctca yttgttttgt aattttgtat a 41 

<210> 379 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 379 

gaaaagagac tagaggcagg rgagctttgc agttcttcta a 41 

<210> 380 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 380 

tggctggcag gaaggtgagg sagtcctctc ttctctggtc c 41 

<210> 381 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 381 

acatgaaggc aggatccaga ytgaatgttt ggagggaact a 41 

<210> 382 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 382 

ggctcacgcc tgtaatccca scactttggg aggccgaggc g 41 

<210> 383 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 383 

cactttggga ggccgaggcg sgtggatcac aaagtcagga g 41 

<210> 384 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 384 

tcctgttaac tcacagagaa yggaagggct ggaacgggac c 41 
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<210> 385 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 385 

acactaatgg ccttacacga satggaggat tttacatttg a 41 

<210> 386 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 386 

gtagacttgt ttatttattc mttcccaatc taggccctta t 41 

<210> 387 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 387 

gagtgtgtga gctagaaagg kgatcctgag tctgatttgg g 41 



<210> 388 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 388 

gggctactat cagcagccac yacctcagga aggatgactt c 41 

<210> 389 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 389 

aagacttgga agcaaataga kaaaaaaaaa atcgtagaaa t 41 

<210> 390 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 390 

caaaatctcc aaacacccta raaggaaaga atcttttctt t 41 

<210> 391 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 391 

ctgccttctt taatggaaca ytctcacttc tcttcaggaa t 41 
<210> 392 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 392 

ctttgtgttt actttgtttt yacttggtac aaaagtgttg t 41 

<210> 393 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 393 

tctgctccta gagatggagg mgtcccacag ccacagtgat g 41 

<210> 394 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 394 

agctactgaa cctctcccac rtaactgtat ttcaggggca g 41 

<210> 395 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 395 
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acttgtccat aaaatcatta ycattctaaa taaagttaat a 41 

<210> 396 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 396 

aacatttaaa tagtcattta yagcaatgca caggtataat a 41 

<210> 397 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 397 

attacataat gctcaaaaat rtcttgaaaa actggttggc a 41 

<210> 398 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 398 

gtacttgaca ttaaaaaata yctgatgttt atatatccat a 41 

<210> 399 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 399 

ttaaaaaata tctgatgttt rtatatccat aaatagctaa t 41 

<210> 400 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 400 

tttaagattg tcctcatatt sttacttcct ttggttacta a 41 

<210> 401 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 401 

aatgtttatg aaaatagact yttatctggt tttagtggcc t 41 

<210> 402 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 402 

ctgcatcatg ctgtaaaagg rttgatattt gctttccaac t 41 
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<210> 403 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 403 

taatagaatc caaaggagga matcaagaag atcattagat t 41 

<210> 404 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 404 

aatacattac ttccatttaa rtagtctgtt tattgtggct t 41 

<210> 405 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 405 

agatgtaaaa aattattcaa wttttaaaag cctgaaaaat t 41 

<210> 406 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 406 

tttaaagtgt ctaaatcaca matctgaaga aataagagat t 41 

<210> 407 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 407 

tcagatccca gttttgttcc kttgattctg agtttccaaa t 41 

<210> 408 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 408 

tttgacccag gacactgtgt kccactgctg tctaccgagt t 41 

<210> 409 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 409 

gtagttcaga ttttggaaat mttttttcta tatcatacct a 41 

<210> 410 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 410 

agccggacag tccgccgggc rgtgatccgg gggccgctcc c 41 

<210> 411 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 411 

gcgctgggga ccagccgccg ygcccgcctc ggagtcgcgg c 41 

<210> 412 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 412 

aggagtgaaa cacatctttg wattctaaag gcagaaacca a 41 

<210> 413 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 413 

gcagagacca atgttttggt sctgaggctg gttcagaaaa a 41 
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<210> 414 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 414 

tactgaaaca ttctgcagaa ygttatacta tgagaagaaa t 41 

<210> 415 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 415 

ggactgggct ctgtacacac ytcgtcttac tgtgtgtaaa t 41 

<210> 416 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 416 

caaaaccctc ttaatattct rtttctatct gtctcagaac t 41 

<210> 417 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 417 

tctgtctcag aactgattgc rtgactctag gatcgctata t 41 

<210> 418 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 418 

agctggaaat tacaggcaca ygccaccaca cccagctaat t 41 

<210> 419 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 419 

aggcatgagc cacggcgccc rgccaattta tcagctttaa t 41 

<210> 420 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 420 

ttccttgtta aaagttacca sggttggcca ggcacggtgg t 41 
<210> 421 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 421 

gttaccaggg ttggccaggc rcggtggttc atgcctgtaa t 41 

<210> 422 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 422 

ttagccaggc gcattggctc rtgtctgtaa tcccagcact t 41 

<210> 423 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 423 

ttctcccctc tcctcaccat ycgcacacag gtgatctaca t 41 



<210> 424 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 424 
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gagggcatcc agctctgggg rctggacctg ggggtttgtg g 41 

<210> 425 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 425 

ttccacgctc cttccttggc ygagtgccct ccctccgctg a 41 

<210> 426 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 426 

cctgcagaag ggggtccctt ycatgtccaa gcagtaatgg c 41 

<210> 427 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 427 

taatggctgc agcatggagc rttgtggggg cattgagaca g 41 

<210> 428 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 428 

ccctcttctc caggggtctg yggcgactgg aagaaccact t 41 

<210> 429 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 429 

atgaagcctt gtgccatctc rctgtgtcgt gccagcacct g 41 

<210> 430 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 430 

ctgccagaga gaaacaggaa rggaggaaga gccacacaat t 41 

<210> 431 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 431 

caggaaatga tttggagaag kactggtgcc attgttggca c 41 
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<210> 432 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 432 

ggcctcttag gtttcagcca mgacaggtga ctcttagcac c 41 

<210> 433 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 433 

caacgtaaga gcgcttctca wtgtccagct cctttgtttc t 41 

<210> 434 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 434 

aatcccagca ctttgggagg mggagatgtg cggatggatc a 41 

<210> 435 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 435 

gactgtatgt ctgctattca yataggaaca aataattcat g 41 

<210> 436 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 436 

aaatgaaacc aacaccaaca stgcagagaa gcaaacaaaa g 41 

<210> 437 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 437 

aagcagctaa attgtgttcc rtacaggtgc aattaggcag g 41 

<210> 438 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 438 

atggtaaagt tcgcctgggt rcagtatgtc agcatcctgc t 41 

<210> 439 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 439 

gcacttatcc tagaaaggcc rtttctgaag actcagcagg a 41 

<210> 440 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 440 

ctggctcccg ccggccaccc ygggaccgca gccacgtctg a 41 

<210> 441 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 441 

gtagccccag gacaccccca kcctcaacat cccattctgg g 41 

<210> 442 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 442 

ggagcttcca gtggcttggt yacccccgac tcttcgtcca t 41 
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<210> 443 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 443 

gcagggtcct gcactctgca rggggcaatc acaggtggga g 41 

<210> 444 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 444 

agcactggaa aaagtacagt ygcacttgta gcggaggtgg g 41 

<210> 445 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 445 

ctcctgtccc cgcattgagg sgaaggagca gaggtgagat c 41 

<210> 446 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 446 

gccccaggtc tcatagctcc scattggcag tgctgggatt t 

<210> 447 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 447 

cactgggcag taattggggc rtgggatggg catgagggcc c 

<210> 448 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 448 

gtgttttggc gacttgaaga yctccctagt tcgcgggagt a 

<210> 449 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 449 

acctgagcag aaaattctct ycttcgctga aatgaaaatt g 



<210> 450 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 450 

aagaatttgt aaacatcaca rgcaacttgc agttatattc g 41 

<210> 451 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 451 

ctataactat ttcaaacata ygaaacaggc ataattggat t 41 

<210> 452 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 452 

atttagaata ttcatttacc magaaatcca aatataacct g 41 

<210> 453 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 453 
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ctatccagtg acaagaggaa mcaagaacct cagttcaggg g 41 

<210> 454 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 454 

agtgggcgga ggcgagaagc rtcagtgttc attcctttgc t 41 

<210> 455 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 455 

gctacatctt gtcagccagt yagaatttta aacacagcca g 41 

<210> 456 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 456 

acggaaatat ttgtgctgat wcttactgac tgaaatcacc t 41 

<210> 457 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 457 

catggcctcc gttccttcat rttacagagg tgtgagggga g 41 

<210> 458 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 458 

cacagtggcc ttatgccttg yagcagggcg cctctcaggc t 41 

<210> 459 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 459 

tcctttgatg tatcaagttt ygtgctgaat gttttcagtg t 41 

<210> 460 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 460 

ttacacctgg agaggagcac ygcagcggtc cttaatactg c 41 
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<210> 461 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 461 

agaagcacat tcctgaggaa ytgaaggtgg gcacagccag g 41 

<210> 462 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 462 

cctgatcatt ccctagctgg ratgaggggt gcactctgga a 41 

<210> 463 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 463 

tctggaaggc ctctcacttc staaccccca ttctggatct a 41 

<210> 464 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 464 

gattgttcta aatggtgtgt rtgggtctac tgaatgtcca c 41 

<210> 465 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 465 

acctgaaggg actggtggcc ktccagacag gcctgttttt g 41 

<210> 466 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 466 

ataattatgg gctctgctta ygaaatttag cttcagacag g 41 

<210> 467 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 467 

tgctgcccac agagtcggtg rtcactcctg gccactgttt g 41 

<210> 468 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 468 

ccaggagcat tttcttccat ygaggagatc cccgaaaacg t 41 

<210> 469 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 469 

ctgagttctg tacttggcag rttgatcgga ggaccacaga g 41 

<210> 470 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 470 

catgaaggtg acatcatttt rttaatagaa attagcaggc a 41 

<210> 471 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 471 

aggaggaacc ggacagagac scgggggatc cagtttgaag a 41 
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<210> 472 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 472 

gagaccctgg aggacgatgc yccatacatc ttaaaagagg c 41 

<210> 473 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 473 

tcaaatatct ttattagacc yggggctaac caggtgaaga t 41 

<210> 474 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 474 

ccacacccct cctttgagga ygcccggggt ctcccacagg c 41 

<210> 475 
<211> 41 
<212> DNA 

<213> Homo sapiens 



tbSE#2 005-3054255 



#11 2001-256862 



<400> 475 

ggaagcatca cacagcgtta rgagccgttt ccttcaggtg t 

<210> 476 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 476 

tgaggttctc ctggctagtc rgggtggctt cacccatcac t 

<210> 477 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 477 

gcaagggggc tgctgaaatc scagagactt ttgcagcatc a 

<210> 478 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 478 

gggtggtgtg gtgtccaggg rtccatcttt ccagaatcca t 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 479 

aggggaggct ttttctacct ragaagggga gtgtctttga g 41 

<210> 480 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 480 

tccagcagtg cggcttcctg kcaacaaggt aggccctggt g 41 

<210> 481 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 481 

ccagcagtgc ggcttcctgg yaacaaggta ggccctggtg c 41 

<210> 482 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 482 



tbliE# 2005-3054255 



iff SI 2001-256862 



^-v : 219/ 



cacacgaagg tgtgcactca yggcctgcag ggcacccagg t 41 

<210> 483 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 483 

gcatgctttg ctcatctgga mtctccagaa gcagggaaca g 41 

<210> 484 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 484 . 

gccgagaccc tcagcaggat rgtgcagtta cagggctgag c 41 

<210> 485 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 485 

caggtttcta aaataataat ygaaaggtga gtgatgttta c 41 

<210> 486 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 486 

taaaattttc aggtctgctt ragagttaaa ggcaaagagt t 41 

<210> 487 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 487 

ccttcttccc caacccctga yggcagactt gggaatttga a 41 

<210> 488 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 488 

tgcagcttaa gatctgcctt rgtatttgaa gagatataaa c 41 

<210> 489 
<211> 41 
<212> DNA 

<213> Homo sapiens ^ 
<400> 489 

aaatatagaa tgaaaattat rtattacaaa gctcttaaaa a 41 
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<210> 490 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 490 

caatgagaaa ataaagcaag sagggtagaa ggaggtagaa t 41 

<210> 491 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 491 

tctaagaaag tagggactat ragaacccct atgtatctat a 41 

<210> 492 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 492 

ctatgagaac ccctatgtat ytatatccac catagtattc t 41 

<210> 493 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 493 

aaaaggcagg ttggaagatg maggagggga gtatgcagaa a 41 

<210> 494 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 494 

taaccatctt gcttaacctt rtcattttta gccaagtcat t 41 

<210> 495 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 495 

aaatgataca tattcaggaa rtcaaaaatc tctgacttag a 41 

<210> 496 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 496 

aaatctctga cttagatacc yggcaataat aatcaaatgt a 41 

<210> 497 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 497 

aattttgaaa gaaattgaag ktctgtggtt tttatttatc a 41 

<210> 498 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 498 

taggtatgta ggagggtccc sttatataca tagttgttaa t 41 

<210> 499 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 499 

tctattccat gaccacaatt kttacctgta acttgaatag t 41 

<210> 500 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 500 

cctaggaccc aacatgagac rtaatatacc atcagtaaaa t 41 
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<210> 501 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 501 

ggtgtccatt ccctcaagaa kttatacttt gtgttacaca c 41 

<210> 502 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 502 

agtaacaggc tagtagataa yataaataac tgaggccaac g 41 

<210> 503 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 503 

tacatgaact tagagaatca rgtagatcac acacaccaac a 41 

<210> 504 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 504 

cacaccaaca ataaaattac rcagaatgat aaaagaattt g 41 

<210> 505 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 505 

ttctgatcat gtagtaacaa ytataaagaa aataataatg t 41 

<210> 506 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 506 

aggcaaagca gaaccttttg mctcacacaa cattatatta t 41 

<210> 507 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 507 

agattttatt cctctctctt yttgagttga agaaataagt t 41 
<210> 508 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 508 

cacctttcaa gggtaagtgg maaaaaatag aaattcaaat a 41 

<210> 509 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 509 

aatcttgctc tttgaaccat wctgtcagtg agagtcaggg a 41 

<210> 510 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 510 

tgttacagag gacttaaaac rgttgtcttg cttgcaaacg g 41 

<210> 511 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 511 
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cagcctccca agtagctagg rctacagaca tgtgcaacca t 41 

<210> 512 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 512 

atcatgtgtg gaactggaat ygggtgttat tcaagcaaaa a 41 

<210> 513 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 513 

acatttgcgg taaagcgata rtttattcca agctaatcat g 41 

<210> 514 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 514 ■ 

aaatggaggc tacatggcta mggctgaatg agcatgacct t 41 

<210> 515 
<211> 41 
<212> DNA 



miiE# 2005-3054255 



mm. 2001-256862 



^-v: 228/ 



<213> Homo sapiens 
<400> 515 

tacaacttgg aggatgcatt kaggctgcag aatatatgtt t 41 

<210> 516 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 516 

gtctagcaga aaatgaaaag rtggaaggat gagaaaaatt a 41 

<210> 517 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 517 

ctatttttta aagcgtgcat ycttacataa gacttaaata t 41 

<210> 518 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 518 

aaggcaatga gagacgaaag kgcttgcaca aggtcaccgc g 41 
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<210> 519 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 519 

atgtattgta cccttcaacc rttatgtacc gagtatctac t 41 

<210> 520 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 520 

acaattgaca aggcaagatt ytgaaaacaa atcaaaaata a 41 

<210> 521 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 521 

tgagagaaga gaagcaggaa sttgagagag gaggaagaga g 41 

<210> 522 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 522 

tatgcattct tctatattat rcaagacaaa aattttagga t 41 

<210> 523 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 523 

acactcaggg aacatgcctt rgttcaccat cacaagatta g 41 

<210> 524 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 524 

ctgcttgaaa aatgagtaag yttctgatgc tttctttgca c 41 

<210> 525 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 525 

agcaccttct cccagtacac rgtggtggat gagaatgcag t 41 

<210> 526 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 526 

ttcgtttgaa gtcatcggtc rgcttgacac catggtatga t 41 

<210> 527 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 527 

tgaaactgga cttgaaagta maaatgagac aaaaatttat g 41 

<210> 528 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 528 

taacccctat actgtattgc rtcactttct aacaggcagc t 41 

<210> 529 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 529 

gtctgtgtgg ttgttggggt rttgcctgcc agtgttcaac t 41 
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<210> 530 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 530 

gttgagaaac actgcctagt mccgtctgtg gtcctagaat t 41 

<210> 531 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 531 

ctatcacaga ataatccgca yagaacacta agcagattac g 41 

<210> 532 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 532 

tgtgcagaca cagaaagttt yacttaactt tctacaccta a 41 

<210> 533 
<211> 41 
<212> DNA 

<213> Homo sapiens 



ttStiE# 2005-3054255 



#fl 2001-256862 



^-y : 233/ 



<400> 533 

tcagtagcat gtgctgcact ygctgcagta gttcaatggg a 41 

<210> 534 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 534 

aacctcaacc tttagaaggc raaccttacg gtgtttataa a 41 

<210> 535 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 535 

tgaattgaat taattaatac rtgtatttga tgtatcaaac a 41 

<210> 536 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 536 

tggcatagcg taaagagact wggaaaaatg gaataaagcc a 41 
<210> 537 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 537 

aagtctaacc atatcaccaa yttagtatgc cattgtacta t 41 

<210> 538 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 538 

gctgctattt atttcaagta rgccacaaaa tttccttatt t 41 

<210> 539 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 539 

catttttaga tgaagaccaa kgttgtgaaa gcaaataaat a 41 

<210> 540 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 540 
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tctccacatt tggtctagcc yacaggatca tcatattatg a 41 

<210> 541 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 541 

tccctcatct cattgcccac rctcattgct ttaattcagt c 41 

<210> 542 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 542 

atttacattt tgtaaggcta yaattgtatc ttttaagaaa a 41 

<210> 543 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 543 

gatatagtaa atgcatctcc yagagtaata ttcacttaac a 41 

<210> 544 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 544 

aaacacttgt tatgagttaa sttggattac attttgaaat c 41 

<210> 545 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 545 

aatataaaca tagagctaga rtcatattat catacttatc a 41 

<210> 546 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 546 

tacatcaaaa gaaataaatc yaagaaggaa taaacacatt t 41 

<210> 547 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 547 

tcagcactct gtgtctagct waaggtttgt aaatgcacca a 41 
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<210> 548 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 548 

gaacccatca attccgtaca mattttggtg actttgaaga g 41 

<210> 549 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 549 

aaatttaccc taaccagcct sactctctgc cactttctgt t 41 

<210> 550 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 550 

ttgtgtgcca cgtggggaag rctgaggacc gggagcagct g 41 

<210> 551 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 551 

tgtctcagtt cacaggatca ygactctttt tctcgaaact g 41 

<210> 552 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 552 

ggctttgtgt gtgctccatt rtctgaactg ggcctgctgg g 41 

<210> 553 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 553 

tttgacttcc ttacatgggt ractgtgtga gtcactctgt t 41 

<210> 554 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 554 

gcattgggtc atgtgtatgt stgagtgggg ctgaatgtaa g 41 

<210> 555 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 555 

cagggatgaa ggagcagagc ygctgagagg ccacacaggt g 41 

<210> 556 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 556 

tttccctggg gttttccctt ygcattccat cctccctgag c 41 

<210> 557 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 557 

agcgacgtta tgaaattccc macacttcac atttctataa t 41 

<210> 558 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 558 

ctccttagcc ccccagaggg ycccaacttt aagagcatac t 41 
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<210> 559 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 559 

aggggtgcag gatggggtgt kagctggagg gcagggggta g 41 

<210> 560 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 560 

ccccccacat aagaggtggg sttgtccaag actccgaggg a 41 

<210> 561 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 561 

cgcccagctc cagggaggcc wctgaagaca gaggtcagcc a 41 

<210> 562 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 562 

cagccggccg tgcgccgggc ygcgctcatg tgcgaggacg c 41 

<210> 563 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 563 

ccgtcggtct gctcggcccc sctccctcgg ggctgggcag g 41 

<210> 564 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 564 

gctcctcagc atctgctcac rccagggacc cacacctctc t 41 

<210> 565 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 565 

aaggctccat cctgagacaa maagtccagt gtgacctgcc c 41 
<210> 566 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 566 

aggaggaaga cctgtatccc rgggacaccc tcctccactc c 41 

<210> 567 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 567 

cctccaggct gctaggcaga yggcctcctc taaagcccag c 41 

<210> 568 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 568 

tgaccagccc tgccacccga kgagccttgg gcagaaccct g 41 

<210> 569 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 569 
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actaccatgg aggcccccac racagagcgc tgccccttga c 41 

<210> 570 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 570 

aataataata ataataataa waaatgtatt ttaaagatgg c 41 

<210> 571 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 571 

cgtgcccaaa cctggtgatg ratcccttac tatttagaat a 41 

<210> 572 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 572 

ccatccatac tttgccacaa ragaaggaac atgagcttta t 41 

<210> 573 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 573 

gatttgaaat cctgtggaca yggggtgaat tacttttaaa a 41 

<210> 574 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 574 

attttctgtt tgtaaattcc rgtatcaggg ctatagttta a 41 

<210> 575 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 575 

actattctcc ctcttcgact ygtgatgact ataataatct t 41 

<210> 576 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 576 

tacctattga agtaagccta ygtcatatcc acctatttgt t 41 
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<210> 577 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 577 

ccactgattc ccagagctag ktcattaaga agacagtgcc t 41 

<210> 578 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 578 

cagattactg gagggctact rtttgctcac caatgcaaat g 41 

<210> 579 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 579 

gggatatttg tctcctttct scccagtgca tgttggaaac c 41 

<210> 580 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 580 

atatatattc caattaaaaa ncaaaataaa tttccgaaac t 41 

<210> 581 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 581 

caacaaagag attttttaaa rctttttaaa acaccagaca g 41 

<210> 582 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 582 

cagcactatt cgcaatagca ragatgtgga atcaatctaa a 41 

<210> 583 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 583 

agcagaaaaa ataaataatg ygtactaggc ttactacctg c 41 

<210> 584 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 584 

caaaacaaac ccccatgaca ygagtttatc tatataacaa a 41 

<210> 585 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 585 

ataagattaa tatctgcata maaatctttg tttacagctt g 41 

<210> 586 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 586 

tgtttacagc ttgttatata ytgaattatg tctgctcccc c 41 

<210> 587 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 587 

ttaatctgat aggattggtg sctttataag aaaaagaaaa g 41 

<210> 588 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 588 

ttgctctctc cccagtgcag ktaccaagga aaggccatgt g 41 

<210> 589 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 589 

tcaattggct ttatctgcga ytctggaatc aggcaatact c 41 

<210> 590 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 590 

gcgattctgg aatcaggcaa yactccattt cataaaacag a 41 
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<210> 591 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 591 

cctcagcttg cacttggcct rctaattctt atataatcca a 41 

<210> 592 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 592 

agcctgcctg ctggcagtga sccatcatcc accattctca c 41 

<210> 593 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 593 

gacataaggt tctctctatc wgcatgtatg gtttgccttg t 41 

<210> 594 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 594 

gactgcgtga ccaggtggaa ytagcctcag catggaaggg t 41 

<210> 595 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 595 

gttggtgtag tttatactag rttatgaatg atagccttaa t 41 

<210> 596 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 596 

tgccaagttg cagggtgggg saggactcac aatagtgcat c 41 

<210> 597 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 597 

atagagcctt acctgaagaa rggtgtgcag tatgcatggt t 41 
<210> 598 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 598 

ctgttcaggg aggatcccgg rttccaacat ggttctttat t 41 

<210> 599 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 599 

gcctccgtct cacaccaaca rgcagatttc cccaccacgg c 41 

<210> 600 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 600 

gagggaagat tgtgcagccc yatcactgtg tcggggccca g 41 

<210> 601 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 601 



tbSE# 2005-3054255 



mM. 2001-256862 



^-v : 252/ 



ttttcagggc ctgtccctcc ratgggggca ggcttctccc a 41 

<210> 602 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 602 

gtcttgggac agaggagttg rgggagttga aattaggccc t 41 

<210> 603 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 603 

gtcatttctg atggggtcat yagggaaatg ggattgagcg c 41 

<210> 604 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 604 

tgtgtggtag aagcagcatt ytaagcacta cgtgaattaa c 41 

<210> 605 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 605 

gctttcatgc aggattgatc stagtgggat gtattaggaa g 41 

<210> 606 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 606 

ttttgggaac acctgtctag rtgttaagag ccagtggaat a 41 

<210> 607 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 607 

taaacttgtt ttattgttta yatgttactc tgaacattga a 41 

<210> 608 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 608 

taaaattagt atctctctct rtaagttcat tatttaagat a 41 
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<210> 609 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 609 

tagaaaaatg tgtatcacac ygtaagtgtt cagtaatgtt a 41 

<210> 610 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 610 

ctttatctag atattatagt mcctcatttt acttttaaac t 41 

<210> 611 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 611 

gtaaagagat taaacacaca ygcacacata catataccta t 41 

<210> 612 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 612 

agaaaacctg agaaatgaca yaatttattt aaagccatag t 41 

<210> 613 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 613 

gccagtaatt acatgtagcc rtttacatca aattagctaa t 41 

<210> 614 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 614 

taatgaaagt aaatgtttca rcttccctaa caaaagttga a 41 

<210> 615 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 615 

aaatgtcaga aattttttgt rccgtcagtc atcaacaaga a 41 

<210> 616 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 616 

aaggagcata cagaaaactt sccatgatgg ggcctttgtg g 41 

<210> 617 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 617 

tctaatagtc cccagtatta rtggtgcaca tcttcatgtc c 41 

<210> 618 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 618 

tcttttttca tctctgttaa yatcaaccat acagttaaac a 41 

<210> 619 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 619 

ttagtattgg aactaaactt ytctagtgtt gagaactttg g 41 
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<210> 620 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 620 

aaattctaac taattaaagg kttcatcctt tagtaactag a 41 

<210> 621 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 621 

tataaagttg tggttaatga rtatatatga ataagaatat t 41 

<210> 622 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 622 

agaaggaaaa aggccatttt sttaagaatc cctgagatat g 41 

<210> 623 
<211> 41 
<212> DNA 

<213> Homo sapiens . 
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<400> 623 

atagaaggag aggctatact rcctccttaa gtctcaggac c 41 

<210> 624 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 624 

actaaggata aaaatatggc rtactcagtc acattggaac t 41 

<210> 625 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 625 

aggccttaat gacatatttc ycctcacata aagatacaac a 41 

<210> 626 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 626 

taatgacata tttcccctca mataaagata caacatgctt t 41 
<210> 627 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 627 

tatggtaact gaagaaaatg rcattaagtt cctaaagtta t 41 

<210> 628 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 628 

attctgttaa gaagttctta yattaagaaa tattgtctcc t 41 

<210> 629 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 629 

gagaatatag gagcttctgc rtatgcctga aagtcagtca g 41 

<210> 630 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 630 
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attactcatt taatgaataa rtggattact gagcactgtc t 41 

<210> 631 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 631 

actgctgtcc aggggtccat ytggggctga gcccagctgg a 41 

<210> 632 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 632 

ctgtcctctt gttcgggagg ygtggcagct tttcccttac t 41 

<210> 633 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 633 

aactatgaac tagctgtggc yctctcccgc tgggtgttca a 41 

<210> 634 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 634 

tcctgcccaa gaatgctgcc naaaaacggc cccaggcctc a 41 

<210> 635 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 635 

tctggaccct gaacaggagg sgacatcgtg acaaagcaaa t 41 

<210> 636 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 636 

atcagcaggc gatggttact stgggcgggt aaatcaggtg a 41 

<210> 637 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 637 

gtaaagggaa agggcgttcc wcaactgaga agtgaagatt c 41 

<210> 638 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 638 

attatttgct ctacctcagg rtttttcggg tcaagcgaga t 41 

<210> 639 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 639 

ctcatcaggt gtgtgtcaga kggcttggtg ctggccagtc t 41 

<210> 640 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 640 

attgtaatag attaacaaag ktgatgaaag tagtgtacat a 41 
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<210> 641 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 641 

tgtaatagat taacaaagtt katgaaagta gtgtacataa t 41 

<210> 642 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 642 

gtgtacataa tgtacatagt rtagttgaac acatagcaag c 41 

<210> 643 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 643 

gatggctata tgaccaataa wgatacatat aaatgtatag a 41 

<210> 644 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 644 

agaaagattg cagctgatag rtgtcaggct aataaggaca c 41 

<210> 645 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 645 

aatggcagag gactggaaat ktacatttta agctttaccc t 41 

<210> 646 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 646 

gccttcctct tcagcacatt yccaattata cttccaattc c 41 

<210> 647 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 647 

atttcaattt ttttttttgg rgggggagac agagtctcac t 41 

<210> 648 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 648 

aattacctcc caaaggcctc wtatcccaga tactatcaca t 41 

<210> 649 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 649 

ttctcaaatt tcattataca stattcttca acccaaagtt t 41 

<210> 650 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 650 

tttaactata gatgccttct kctcctcttg tgtttgattt a 41 

<210> 651 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 651 

tcactgcagc ctcaacctct ygggctcagg tgatcctcca a 41 
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<210> 652 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 652 

aaaaaaattt gtagatatgg ktactcccta tgttgcccag g 41 

<210> 653 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 653 

ctccctatgt tgcccaggct ratcttgaat tcttgggctc a 41 

<210> 654 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 654 

gtcagacaat ggccttcagc rtcctctctt tgcagaatat g 41 

<210> 655 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 655 

ttttggagac acttttcaga sagagcgttt ccagcatctt c 41 

<210> 656 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 656 

tccctttcca tttttaagtt ngactttttt ttttcacctc t 41 

<210> 657 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 657 

atacacatat ggaacaatta mctaaaaact taaggtaata t 41 

<210> 658 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
<400> 658 

gggtttatag tgttcccccc ntccccgccc ccaaaagacc c 41 

<210> 659 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 659 

ccattctatt tgtcaactgc rtaacacagg cgtagaagtg g 41 

<210> 660 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 660 

aaatgtctgt ccttttggca ygttgtgaag gagaacacta a 41 

<210> 661 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 661 

attggaggtg acgatatctc ygtgatgctg ggggagaaat c 41 

<210> 662 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 662 

attgctatag aagagagtaa ygtaaagcag aaatagtttt c 41 

<210> 663 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 663 

tttgaaatta gtgtctttaa yagttatctt tttccacaga g 41 

<210> 664 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 664 

aagaattctg tacttccaat ktataatgaa tactttctta g 41 
<210> 665 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 665 

tctgtgtgca tgaacatgca ygcgtgcacg cgcacacaca c 41 

<210> 666 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 666 

tatgtggagc aatttgaaaa wagtatattc taagccatta a 41 

<210> 667 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 667 

ggatcactgc taaagatccc rgagtcactc catgtcccag t 41 

<210> 668 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 668 
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ggagaagggg accgcatgca ragggtggca ggcagggagg g 41 

<210> 669 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 669 

gggtaaaccc attttgaata ytagcattgc caatatcctg t 41 

<210> 670 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 670 

aaagaaaatc atacaactca rcatccagtt ggctttttaa g 41 

<210> 671 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 671 
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<210> 672 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g or deletion 
<400> 672 

tgacctctcc ctgttagtgt nggggcagct ctttccagtg t 

<210> 673 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
<400> 673 

gcccttaaag ggaagttcat ncttctctgc cttccaggct c 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents (cctgy) x 
<400> 674 

tccgcgagga tacagcggcc ncagacaata tgttagccgt g 

<210> 675 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 675 

acaattgaca aggcaagatt ytgaaaacaa atcaaaaata a 

<210> 676 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gaa or deletion 
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<400> 676 

actgcataga aatttaagaa ncttgtttta ttcctctcca g 41 

<210> 677 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ag or deletion 
<400> 677 

gttaatgctt tcccactctc ngggaaggat ttgcattttg a 41 

<210> 678 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 678 

taactgctgt aaagttacac rgggaagccc tttcccgaca a 41 

<210> 679 

<211> 41 

<212> DNA 

<213> Homo sapiens 



tBIE# 2005-3054255 



2001-256862 ^- v : 275/ 



<400> 679 

aactgctgta aagttacacg rggaagccct ttcccgacaa a 41 

<210> 680 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 680 

ttcagatccc tgtaagccag rtattatttt taccattttt a 41 

<210> 681 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 681 

tacgaagtgg ctaatttaca yagtacttag ccagatgacc g 41 

<210> 682 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 682 

gatgaccgaa ggactcagta yccgagggcc cctaacagaa a 41 
<210> 683 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 683 

gaccgaagga ctcagtaccc ragggcccct aacagaaaac a 41 

<210> 684 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 684 

ccgaaggact cagtacccga rggcccctaa cagaaaacac a 41 

<210> 685 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 685 

tagaggggag actaagccct sggagtagct ttcggatcag a 41 

<210> 686 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 686 
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taagccctgg gagtagcttt sggatcagag gaagtcctgc t 41 

<210> 687 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 687 

aattaaattc ccaggttggg rccaccactt tttagtctga c 41 

<210> 688 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 688 

gcggagagaa ggctgaggga yaccgcgggc agggaggaga a 41 

<210> 689 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 689 

cggagagaag gctgagggac wccgcgggca gggaggagaa g 41 

<210> 690 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 690 

gagaaggctg agggacaccg ygggcaggga ggagaaggga g 41 

<210> 691 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 691 

agggagaaga gctttgctcc rttaggatct ggctggtgtc t 41 

<210> 692 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 692 

tgctggagct gcaggctgtc ycttccctga gccccggtga g 41 

<210> 693 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 693 

agtgagtgcc cggtctcctc yctgctcttg cttatgggaa g 41 
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<210> 694 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 694 

tgtgggtggc tgcaatgtgt rgggggaagg tggcctcctc c 41 

<210> 695 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 695 

actatcagca gttattctca ygactccaat gtcatgtcaa c 41 

<210> 696 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 696 

ctgccacccc attagaagga rctttctact ttccctgagc t 41 

<210> 697 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 697 

gctggtctgg atccagaggc wgccaggtgc ttgggcgctc c 41 

<210> 698 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 698 

caccgtatat ttgagcccaa stgcttggac gccttcccaa a 41 

<210> 699 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 699 

tttgagccca agtgcttgga ygccttccca aatctgaagg a 41 

<210> 700 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 700 

cagcaccgtg tagaatcttc rtaagtgtta gctgttactg t 41 

<210> 701 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 701 

atttgctcct ggccatctac ycagactgtc tgtctgtctg t 41 

<210> 702 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 702 

ggaacatccg cggggtgagc sagggtccgc tgggcggtgg g 41 

<210> 703 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 703 

gggacggggg tgcgtggggg yggggaagtg tggagcagct g 41 

<210> 704 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 704 

gactgcatct cctctcccca scttagaggt gttaagatca g 41 
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<210> 705 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 705 

agcaggccct ggtctcctct ytgcccttgc atatgggaag g 41 

<210> 706 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 706 

ttgattcctt ctggtgagtt mttggtcttg ctgactctaa g 41 

<210> 707 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 707 

tcctcttggt gggttcatgg yctggctggc ttcaggagtg a 41 



<210> 708 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 708 

acctttagct agacacagag ygctgatttg tgcatttaca a 41 

<210> 709 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 709 

ttgtgcattt acaatccttt rgctaggcag aaaagttctc c 41 

<210> 710 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 710 

ctcagccccg agctgtcccc rtgttgcatg aaggagcagc a 41 

<210> 711 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 711 

ttctgctggg catagtaagg ygcttgagaa ttcttgctcc c 41 
<210> 712 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 712 

ccaacgccgg cattagtcgc kcctgcgcac ggccctgtgg a 41 

<210> 713 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 713 

agcctaactt ctataccttg raggcactgt ctacaaaaaa a 41 

<210> 714 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 714 

ctgttggact gggtggggtc kttataagat tggtgtattt t 41 

<210> 715 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 715 
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cccagtgggg caacaagcct rtatgctgag caggaggcag a 41 

<210> 716 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 716 

ttggctggat tggggtgcta ygctcagagt gagtctgtgt t 41 

<210> 717 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 717 

gatgctttcc cagtcctgga kctgcataaa gaataacttg c 41 

<210> 718 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 718 

gctttcccag tcctggatct rcataaagaa taacttgcat t 41 

<210> 719 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 719 

agcagggccc accagccgac mgcctcgaag cgccgtgagc c 41 

<210> 720 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 720 

tgtctgacca gccgccccgc yaaggagtca caagagggca g 41 

<210> 721 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 721 

aaaatactgc atcaaaacca rgccacgctc tgttgggggg a 41 

<210> 722 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 722 

ctgcatcaaa accaggccac rctctgttgg ggggacacca a 41 
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<210> 723 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 723 

tctcccaaca ctgctctcca ragccccttg gcaaccatgt t 41 

<210> 724 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 724 

caccactgtt taaggccctg sgggggcaga gttaaacaca a 41 

<210> 725 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 725 

ccttgaaagg catcgactac ragacggtgc ccatcaatct c 41 

<210> 726 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 726 

agaaggagga gtttgctggc yctgtcccct ctggtccagg g 41 

<210> 727 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 727 

tatctgaacc agcctcccag rctgctttgg gcctgacagt t 41 

<210> 728 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 728 

ctcccccggg ctccagcaaa sttttctttg ttcgctgcag t 41 

<210> 729 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 729 

ccccgggcct ccttcctgtt ycccgcctct cccgccatgc c 41 



<210> 730 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 730 

gtgtgtgcgc gtgcgtgtgc rtgtgtgtgc gtgtgtgtgt g 41 

<210> 731 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 731 

cccgctggct gagtccctag yccccctgcc ctgcagatct c 41 

<210> 732 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 732 

taaagagtgt cccaggcgtc ygtgccgccc aatggggcac a 41 

<210> 733 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 733 

tgctgccgct gccgtggggc rgggcgtggg cggtgctggc t 41 
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<210> 734 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 734 

agtgtctgtg agagaagcag rttctggagg gtggagtgtg g 

<210> 735 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 735 

ggggttatac agagcccctc sgcccccacc acacatatgc a 

<210> 736 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 736 

gtatggcagg agtggggtcc yggcaagcca tagaggtatg g 

<210> 737 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 737 

cgccacctgt gaccagcagc kgatgcctcc ttggccacca g 

<210> 738 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 738 

ggtcagcatt caaagtcaag wagcgccatt tatcttcccg t 

<210> 739 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 739 

ggtcacccat gccgcctgct mccctccttc ccaggggcaa g 

<210> 740 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 740 

tcccaggggc aagcagagac ygagaacatt ccagagatta g 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 741 

ttacaagtgt tccaaaggaa wcgtgcctgc ttctaaacct g 41 

<210> 742 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 742 

cctcgtgatt tgcccacctc rgcctcccaa agtgctggga t 41 

<210> 743 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 743 

aggccgaggt gggcggatca ygaggtcagg agatcgagac c 41 

<210> 744 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 744 
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tgtttattcc ttgcatagcc rtaatataaa gtatgaattt t 41 

<210> 745 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 745 

actgtgttct aatgatgact rtgatgctta aacgattaag g 41 

<210> 746 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 746 

atcagagtgc tatgttgcag rtatatgaac tttggcttca t 41 

<210> 747 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 747 

acaaaaaggc cctaacagcg mtaaatccat tcacttcggg a 41 

<210> 748 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 748 

cgcctaaaac cgctacggtg rctctgctgg ggacaaatta t 41 

<210> 749 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 749 

ctgggggagt agatatatgt wtttgagaat gagaggagta a 41 

<210> 750 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 750 

agcctttgcg caggcactcc yatatttcag cctatgcgag c 41 

<210> 751 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 751 

agaaaatgcc ccttctttat stggggtggc agcacggagc c 41 
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<210> 752 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 752 

cgagtttaca agctacataa yagcgtcggg ggcaagtaag t 41 

<210> 753 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 753 

aataaaattc ctgagtttct stcactcgct cttacagtac c 41 

<210> 754 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 754 

tgtaattagg caacaggaaa rttgtactat ctttcaaatg c 41 

<210> 755 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 755 

tcttccatcc tcctaacata yagttagctt ccactctcca a 41 

<210> 756 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 756 

tgaatatgca atgcaattgt sgggggatag t tact tt tea t 41 

<210> 757 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 757 

cagcatgacc catctaaacc satgttgact ctcccaggcc t 41 

<210> 758 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 758 

ettgectttt tgttgtgggg kgtggggtgg tcacagagaa g 41 

<210> 759 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 759 

gtgcagagaa gaaaacaaag yggggaaggt ggaaagggga t 41 

<210> 760 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 760 

tcacagatat tttattttcc ygactgaaac taacttaatt c 41 

<210> 761 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 761 

acttaattct acctaatttg sgtggggagt agttggccaa a 41 

<210> 762 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 762 

ggagtagttg gccaaatcat saaattgtta actttttgct a 41 
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<210> 763 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 763 

aacatattgt gtaatcaacc ytaggtgtta aaaaaggttt g 41 

<210> 764 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 764 

atcccagcac tttgggaggc saaggcaggc agattgcttg a 41 

<210> 765 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 765 

aaaaaataca aaaattagcc rgatgtggtg gtgcacacct g 41 

<210> 766 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 766 

tggtggtgca cacctgtagt yccagctact tgggaggctg a 41 

<210> 767 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 767 

tcttatgcta ctatattttt yttcttggga atttgagaaa a 41 

<210> 768 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 768 

atgacttacc tttatttcca kttacatttt ttttctaaat a 41 

<210> 769 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 769 

agtctgattg tggtgatgta kgtatagtca tgccacagtg a 41 
<210> 770 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 770 

ttgcaaaaag agcaaaatct mggtgaaatg tattgtgtaa a 41 

<210> 771 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 771 

gagacacagg ctttcctaag mtatgacaac accataacta g 41 

<210> 772 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 772 

aaaggcaccc actggaggtg mattattttg ccatcacctg a 41 

<210> 773 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 773 
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gaagagtgtt gtcatgaagg yggagtcact gcccaaggga g 41 

<210> 774 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 774 

ttatcccata tgtgcccaca rtgagccggt ctgagcagag c 41 

<210> 775 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 775 

ctttcttatg catttgcaaa mcaatgattc tgtctgctgt g 41 

<210> 776 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 776 

gcattggtgg aaggtgggct yggatcgtcc ccgggcctgg c 41 

<210> 777 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 777 

ggaaatcact tcttattcaa yagttccata aaagctggcc g 41 

<210> 778 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 778 

acaccacatt tactttatgt sttacatagt tagtgagatc a 41 

<210> 779 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 779 

cacacttgtg cacatgcaga yacccatggg catccaagag t 41 

<210> 780 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 780 

cagatgtgat tttactccaa rccattttag ctctagaaga g 41 
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<210> 781 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 781 

tgagctctga gagcaaatga ragatgttag caccctaaac a 41 

<210> 782 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 782 

taaacatcac cccaaaggat wcctaccatt ctccttctga g 41 

<210> 783 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 783 

tcttcgtagt atctaatacc ytttttgtta gccttaaagt t 41 

<210> 784 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 784 

taataacaac cgaatgtcta rtaaatgact ctcctctgag c 41 

<210> 785 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ta 
<400> 785 

gttgtcgaac agctgtctca ngctgacatc ctccctgata a 41 

<210> 786 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 786 

gttgtcgaac agctgtctca gctgacatcc tccctgataa 40 

<210> 787 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 787 

agggctaaaa atcctgatta wacctacctt gaagctttta a 41 

<210> 788 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 788 

aataaaagta catggcatat mtttgatggg aacagacttg t 41 

<210> 789 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 789 

aactccatgt gtataaagca rcaccacaga tgacacttcc a 41 

<210> 790 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 790 

ggattgtgcc atcccttgat bggcaatgac cttttacttt t 41 

<210> 791 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 791 

ggattgtgcc atcccttgat bggcaatgac cttttacttt t 41 

<210> 792 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 792 

aacatacaaa aattagccgg rtatggtggc gggcacctgt a 41 

<210> 793 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 793 

catacaaaaa ttagccggat rtggtggcgg gcacctgtaa t 41 

<210> 794 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 794 

ttccctgaaa caacccattg yggccatcca gaatcagcca a 41 
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<210> 795 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 795 

cacagcctca tgggtcagcc yactccagag ggtgcattcc c 41 

<210> 796 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 796 

ggaagcaggg gccctggcca yagccgctgg cagtaagcag g 41 

<210> 797 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents acac 
<400> 797 

tatagtctac aaagaatgaa naaagatcat aacaatagct a 41 
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<210> 798 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 798 

tatagtctac aaagaatgaa aaagatcata acaatagcta 40 

<210> 799 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 799 

tccctgctgc cctcccctgc rcactttatc ttccctttgc c 41 

<210> 800 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 800 

agggccccag cctggagtgg stgaagaaac tgtgagcacc t 41 

<210> 801 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 801 

tccttacctg cactggcacc rgctctggag ccccagtccc t 41 

<210> 802 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 802 

agactctagc atggtacctg saacataagg ttccttagaa a 41 

<210> 803 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 803 

ggcatattgc tagttttctc kgtctcaatt tcatcatcta t 41 

<210> 804 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 804 

acaaattttg aactgttcac ytaacacagg ctttttctga a 41 
<210> 805 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 805 

aggtatctaa aaggtattgc raatttggtca ttggttcttt c 41 

<210> 806 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gatttgtggtatccag 
<400> 806 

aagtcagttt tgttgtcttg ntgtaacatt taaccaaaaa a 41 

<210> 807 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 807 

aagtcagttt tgttgtcttg tgtaacattt aaccaaaaaa 40 
<210> 808 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ag or deletion 
^ <400> 808 

attaagtagc agttaataaa ntctagactg ctgattcata c 41 

<210> 809 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
# <222> 21 

<223> n represents ta or deletion 

<400> 809 

tataggaatt ttaaaatata nggatattga aacattcagt t 41 

<210> 810 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 810 

tttataattt atatatgtta ygtgctttct tttgtatagc t 

<210> 811 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 811 

actaccaagg agcgcggcgg rcagccggat agcaggacgc t 

<210> 812 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 812 

ggggagcggc gtccgccaag ytacttctac cgccagcacc t 

<210> 813 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 813 

attcagcagt ttgaaaacat ratgtttgcc tggcagaata c 



<210> 814 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 814 

agttaaagaa tctgaaaagt stcagaaatg atttaccctg a 

<210> 815 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t 
<400> 815 

ctgtaaaatg gggatgctga nggtacctac ctgacctatg a 

<210> 816 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 816 

ctgtaaaatg gggatgctga ggtacctacc tgacctatga 
<210> 817 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 817 

accaaccaaa ggtctatcaa rggggtgtcc tctttgcacc c 41 

<210> 818 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 818 

aaagggaacc atcagaaccc ygtgatgaaa tgagaatcgg c 41 

<210> 819 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 819 

gctcccggat tccggctggc rggggttagg gcagggtaga g 41 

<210> 820 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 820 
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agaggagtca cgtgcttcgg rgagagcctt tataggacgt t 41 

<210> 821 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 821 

tcacctccct cctaagccgg racccttcgc tctccccgaa t 41 

<210> 822 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 822 

ctccctggga acccccagct mgtcacccct tcagcccggg a 41 

<210> 823 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 823 

cctgggaacc cccagctagt saccccttca gcccgggacc c 41 

<210> 824 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 824 

tcctttagac ccctgaaacg sagggctgac atcctgccac c 

<210> 825 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 825 

gccgccggga atctgtgccc scttccatca tcatgtcgtc g 

<210> 826 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 826 

gcctccaccc ctggggcgcc kcctccatca ccccaccctc c 

<210> 827 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 827 

gggccttgtg tacgctggag rccaaaagtg ggaagggagg a 
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<210> 828 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents cagaggct 
<400> 828 

agggtccagg gtcccctgct naacactggc cgaagagaaa g 41 

<210> 829 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 829 

agggtccagg gtcccctgct aacactggcc gaagagaaag 40 

<210> 830 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 
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<400> 830 

tgatagagcc ctgatccacc nctctctgaa acttctttgc t 41 

<210> 831 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ag or deletion 
<400> 831 

cattttgtga ctgaggtgac ngggcccaca gcggggccat g 41 

<210> 832 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 832 

tttgtgttct ctattctgac ycgcatgagg taaagctgag a 41 

<210> 833 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 833 

caaacctaga caaagtgtgc yctttatcca gaagtgagca g 41 

<210> 834 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 834 

ttcaggagat aaaaagctct rattgctcag gcctgagatg g 41 

<210> 835 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 835 

gaagttgtct tgtaagtgag rtaagaatat gtactcacat a 41 

<210> 836 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 836 

tcattgtttt gcaaagagat kcccctaacc cagctttctt t 41 
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<210> 837 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 837 

gaggagacac caggaggcgc rttgatggtt acagattcct c 

<210> 838 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 838 

tttatttctg gaccaagtaa rgatgggtcc gtggcccaca c 

<210> 839 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 839 

gtcatacaag gggagcctcc rggatagaag tgcagaaact t 

<210> 840 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 840 

attctttttt cactactagg ytgtttcctc cacatctgac t 41 

<210> 841 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 841 

aaagaaaaag cactgtgtga wctgccatgg ccgcttctgc a 41 

<210> 842 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 842 

gattctctaa tgaaaaataa kacttttttt tgcatttttt t 41 

<210> 843 
<211> 43 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 23 

<223> n represents gtaaa 
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<400> 843 

ggtcattgtg catgatactt aanaaaaaac taagctgtgt aat 43 

<210> 844 
<211> 42 
<212> DNA 

<213> Homo sapiens 
<400> 844 

ggtcattgtg catgatactt aaaaaaaact aagctgtgta at 42 

<210> 845 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a 
<400> 845 

ctcattttgg aaagactctc naccttgctg taccaaaaat g 41 

<210> 846 
<211> 40 
<212> DNA 

<213> Homo sapiens 
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<400> 846 

ctcattttgg aaagactctc accttgctgt accaaaaatg 40 

<210> 847 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 847 

cagcaccctg tagaggcctc rggatgctga agatgccatg a 41 

<210> 848 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 848 

gacacaggca ttctgcagac rctagacaat tttagtggca g 41 

<210> 849 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 849 

gatggctctt tgtagaacaa kgcagattct caaaggtgac c 41 

<210> 850 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 850 

accacagtta aagaaaaaat yacaagccat tgcgctagag a 

<210> 851 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 851 

cacaccctat tttggtttct sttctccact tttcccctcg t 

<210> 852 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 852 

ttcccctcgt tcttgtcccc ycttttctct ctcctgggcc c 

<210> 853 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 853 

attcatatga gcacaatgga ratgataata ttacaatacc a 
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<210> 854 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 854 

ggcttgatgt tcagcctgag rcaagaatta ggagtgttta g 41 

<210> 855 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 855 

aatgtatcca aaagagattc kcattcctgc catatgaaga a 41 

<210> 856 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 856 

gacaaatata aattactaag rtcattttta ggagtgatag g 41 

<210> 857 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 857 

aatttcttcc cagaatggac yaaaggcatc ctctgttccc a 41 

<210> 858 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 858 

atctctggta atattcatac rgattatttg taatcccttt a 41 

<210> 859 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 859 

attcctagtt ctttgtccct yaagtttgtt ggtcaccttg t 41 

<210> 860 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 860 

agaaaatagt catgaatggc yccaactaac actagtcttt a 41 
<210> 861 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 861 

gtcatttgat tacctgagta magtgtactg ttacctgttt g 41 

<210> 862 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 862 

attttataaa ttctttgatg mcttgggggt cttattcaac t 41 

<210> 863 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 863 

attgtgtaga gtaatgacag yagagctgtc aactttttta a 41 



<210> 864 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 864 
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gcagagctgt caactttttt waaaaaataa ttttagctta a 41 



<210> 865 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 865 

ttttttaaaa aaataatttt rgcttaaaaa aattaaaaat t 41 

<210> 866 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 866 

atcattgctg tttaaaagtt yaagtagtgt gaatttcagt a 41 



<210> 867 
# <211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 867 

aaccaatcct tttatttttt wtcttccaga aactttgatt t 41 

<210> 868 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 868 

gggtgtgtgt gatgttttga ygttttgatt gattgccttc t 

<210> 869 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 869 

ctttctcacc ccttgcactg yagtggtttt gtgccactct t 

<210> 870 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 870 

gccagggaag atgcctattc mcacagtgct tatgctcctt t 

<210> 871 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 871 

gatttttctc cttcttcaat rtaagcttcc cttaaaataa a 
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<210> 872 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 872 

tctaaactca aaacaggttt rtttggttat tgtttaggct g 41 

<210> 873 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 873 

tatagttttg ccttttccag satattacat atatggttag a 41 

<210> 874 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 874 

ctttcatttc ttttcatagc ytgatagctc atttctttat a 41 

<210> 875 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 875 

ggattatgcg tacttggaaa rtacttggat agcggtgatt a 41 

<210> 876 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 876 

acattaattt tgatggagta kcacaatgcc tccagaggct g 41 

<210> 877 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 877 

gcatgcaatc agttatatag yctagataag aattacaatt c 41 

<210> 878 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 878 

tcctcttgaa attgtagata kgtatctaca catttctcat c 41 

<210> 879 
<211> 41 



ffi|iE# 2005-3054255 



mm 2001-256862 



^-v : 332/ 



<212> DNA 

<213> Homo sapiens 

<400> 879 

gaaaagatag atgtataaat raccaaaaat tcgtgaagaa a 41 

<210> 880 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 880 

ctacaaatat attctaaatg ygtaatcatg gataagtaca a 41 

<210> 881 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 881 

tgtttttcaa gcctttaaac rgctgtggaa ccctgtgctc a 41 

<210> 882 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 882 

ccagctactt gggaggctga rgtgggagga tcacttgagc c 41 
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<210> 883 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 883 

acagcggtct gtcttcctgc rgttctcata ggctagctta c 41 

<210> 884 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 884 

tacactaaag tgtctcttac rtttatactt gagaaagtgt t 41 

<210> 885 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 885 

tgcagacttt caggtgggta sgatgaggga ttgctgctgc t 41 

<210> 886 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 886 

aaaactgagt cagaacgccc rtgctcagaa aacaggggcg t 41 

<210> 887 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 887 

gtgccagcac ttaggaatta kgaccttcta atgaagttct t 41 



<210> 888 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> modified base 
# <222> 21 

<223> n represents tc 



<400> 888 

taaacagtag gggcaagata ngagtggaaa cagccaagat t 41 

<210> 889 
<211> 40 
<212> DNA 

<213> Homo sapiens 



mtiE# 2005-305 4 255 



#11 2001-256862 



^-v : 335/ 



<400> 889 

taaacagtag gggcaagata gagtggaaac agccaagatt 40 

<210> 890 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 890 

tggtttctct tctccacttt ncccctcgtt cttgtccccc c 41 

<210> 891 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 891 

tcctaggggg tcgtcgtggt scagacagtt tagcagaaca g 41 

<210> 892 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 892 

gtgttagcaa tggctcacgc ytctgtttgt tgtccttgtt t 41 



<210> 893 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 893 

tttgttgtcc ttgtttgttt kgtccattga ccacgttgga c 41 



<210> 894 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 894 

acgttggaca gcattttttt rttcctttaa ctaacgggaa a 41 

<210> 895 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 895 

ttttgaaaag ttagcccagg rttgcattgc aaataacaaa a 41 
<210> 896 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 896 

tatctcagaa tatctcagga rcatttagta gacagctatg c 41 

<210> 897 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 897 

aagccctaaa atagatagtg kcaatgggaa tgaaaacaag a 41 

<210> 898 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 898 

ttttgaaacg aggtctcact rtgttgtcca ggctgggctt g 41 

<210> 899 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 899 
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gagtgcggtg gcgcgatctc ratctcgggt cactgcagcc t 41 

<210> 900 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 900 

ggaggccaag gcaggcagat ygcctaagtg caggagtttg a 41 

<210> 901 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 901 

ggccaacatg gcgaaacccc rtctctacta aaaatacaaa a 41 

<210> 902 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 902 

ctgtatgtct taattttaaa ktaaatttgc attttatata t 41 

<210> 903 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 903 

gcaccactgt ttaatgctag rattcgaaag aggttggtaa t 41 

<210> 904 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 904 

attactttta gaaaacgtgt yttagctgat actcaggcat a 41 

<210> 905 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 905 

aaaaattgtt atattagtta yaccttggtt caaaaattgc a 41 

<210> 906 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 906 

gataaagtct cactatgttg yccaggttga tctcaaactc c 41 
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<210> 907 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 907 

ctgaaaatac aaaaattagc ygggtgtggt ggcatgtgcc t 41 

<210> 908 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 908 

ttacagtgag ccgagatcac kccactgcgc tccagcctgg g 41 

<210> 909 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 909 

acacatttaa ttttttacat ygaaaatact gcagttatgg t 41 

<210> 910 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 910 

agaaaacatg tattcagaaa yaggaattca aggttacagt g 41 

<210> 911 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 911 

cactgtgtag caatttatgg ygaattttcc aaagtggcaa a 41 

<210> 912 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 912 

tctaggataa ttataattaa waataatcat agtaacaatg g 41 

<210> 913 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
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<400> 913 

aaatgtattg tctgtgcttt naacattttg taatagtaaa t 41 

<210> 914 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 914 

tctgccacaa ggagctagga ycacgctcac ctcacgattt c 41 

<210> 915 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 915 

cggggtcagg cgcagcggcg ygcccagtgc agagagctcc t 41 

<210> 916 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 916 

aaagctgtgt caaatgtact rctttagatc tggactgtga a 41 

<210> 917 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 917 

ggtgggtgag cagtcagttc rgagctcctg atgtgggagt g 

<210> 918 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 918 

aactgaatac agccctgtcc wgagggcttg caaagtgaat c 

<210> 919 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 919 

gaaaaaaaat cttaatgcca kggaagacgt tttttaaata c 

<210> 920 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 920 

attaatggga aaatctacat staaaattca ttttattgta a 
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<210> 921 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 921 

ttcattttaa ctaattttat ktctcccatt ttgtgaatgg g 41 

<210> 922 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 922 

ataaaattat gatattatta rtactaatat agccagccat a 41 

<210> 923 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 923 

aatatatata attataggaa yctcagagta gcaaccatgg t 41 

<210> 924 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 924 

cacaatatag gcacaaactt mctaccaaag cactaacaag t 41 

<210> 925 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 925 

tttactatat agatatatgg watagactat agagtatctc t 41 

<210> 926 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 926 

accaaataag gtattatgca rgctcatctt tttatataag a 41 

<210> 927 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 927 

ggaaagactt gctttgccag ygtatccgaa acctctgtta t 41 
<210> 928 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 928 

tcgcacagct gagaagagca rggggctggt tttcagtacc c .41 

<210> 929 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 929 

agaaaagatg agtataattc rtctaactta cccattctta a 41 

<210> 930 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 930 

ctactctgtg aaagtaaggt watgttgaac aagtaaatta a 41 

<210> 931 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 931 
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actttctttg gagatggagt wccagcagtt gggaatgtaa t 

<210> 932 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 932 

tgtgatgatt tttttttttt nggctgtatt aaccttccat t 

<210> 933 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 933 

tttctttctc tttttttttt ngagatacat tctcactctg a 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 934 

ccaaacatag ccagcacttc yggctgtaac tccgggctgt t 41 

<210> 935 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 935 

agtgagccga gattgcacca rtgcattcca gcctgggcaa c 41 

<210> 936 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 936 

gttttcaaca aaggactcca kagtagtaga gaagtttctg t 41 

<210> 937 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 937 
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attttcatca cacctcaact kaaggtataa cagccttaag a 41 

<210> 938 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 938 

ttcatcacac ctcaacttaa rgtataacag ccttaagaat g 41 

<210> 939 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 939 

aacaatgtgg tatagtgggg sgggtggtga gcaggtgtca t 41 

<210> 940 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 940 

cctgatgctc ctggctccag rgtagacctt ttccctttag a 41 

<210> 941 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 941 

tcaccacgtg tctgtagata yaggaccgca gaccttcgct t 41 

<210> 942 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 942 

aaatccttgg cttctagaat kggtcactga tggtatataa t 41 

<210> 943 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 943 

aacctctgcc tccccgattc rcgccattct cctgcctcag c 41 

<210> 944 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 944 

agtagagacg gggtttcacc rtgttagcca gcatggtctc g 41 
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<210> 945 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 945 

aggcgtgagc cactgcgccc rgcctagacc ttcttcttat a 41 

<210> 946 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 946 

cccaacagct cccaatgtaa racagatcta ttaatattct g 41 

<210> 947 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 947 

gcaacagatc ttgacctata ycccataggg tacagctgag g 41 

<210> 948 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 948 

atcccatagg gtacagctga sgactttaat cagaaaagga g 41 

<210> 949 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 949 

tagccttgct tttactctac ygttcctccc aaatcacacc c 41 

<210> 950 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 950 

acaaactctt aatgcgaatt ytgcagatca aagtgggctt a 41 

<210> 951 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 951 

tttaatctcc tttaaatttc rcaatttcac aacctagggt a 41 

<210> 952 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 952 

tttttttttt tttttgagac raagtctcac tcttgtcccc t 41 

<210> 953 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 953 

ctgtagcctc tgcctcccag rttcaggcga ttcgcgtacc t 41 

<210> 954 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 954 

cagattcaag tggttctcct scctcagcct cccaagtagc t 41 

<210> 955 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
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<222> 21 

<223> n represents at or deletion 
<400> 955 

attataaaca ctaaacaaac ngtgtggtct ctttagaggg g 41 

<210> 956 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 956 

aggaacaagt gactaccctg naaaaagaag agatgaaaca a 41 

• <210> 957 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 

ffi|E#2 005-3054255 
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<400> 957 

accagacaga gttcccttta nttgttttcc tgtggcaaag a 41 

<210> 958 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 958 

ggccgctggg tacaggatgc mccttcctcc agccgcacct c 41 

<210> 959 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 959 

ggatcatggt ggtggagagg rgcttgtgtc tggtgggttt g 41 

<210> 960 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 960 

cagttgtcga gtaagtggtg yatagggtaa gtgctctttc t 41 

<210> 961 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 961 

caaaggagct catggcattg ygaatgggac atttcttccg t 41 

<210> 962 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 962 

tggagaaggg gaggtttctc ytagtgtgga tgcggtatgg t 41 

<210> 963 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 963 

gaccgtggtg acggaggttt yctgggcatc gatgggtggt t 41 

<210> 964 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 964 

tagcttaaat aattattggc rttcatgttc agaatgcctg a 41 
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<210> 965 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 965 

tttaaacttt tattttaaat rtccatgaat ggggtcggta t 41 

<210> 966 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 966 

aaagatttaa acctacatat ytttatgccc aatcatttga t 41 

<210> 967 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 967 

gcgagggact cattttacag wggttggaca cttcactgtg t 41 

<210> 968 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 968 

ttcactgccg gagcttggcc rtgtgaaccc ggagccgggc t 41 

<210> 969 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 969 

ggtcagggtc acccttgagc ygcgcacact aaatgacggg a 41 

<210> 970 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 970 

gagggcatcc cgcgtcagtc rccagtgtcg aggcgtcagc a 41 

<210> 971 
<211> 41 - 
<212> DNA 
<213> Homo sapiens 

<400> 971 

cttccactct ggggcgggga ygctgtagaa ggagcacaaa g 41 
<210> 972 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 972 

gtaactgttc agtgctttct yctttggatt tcatgtaaat c 41 

<210> 973 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 973 

gggacagaac gatgtggtgg rgagaagagg gcgtggcaga g 41 

<210> 974 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 974 

cgaaaacccc ctttcaactg ygaagtggtg ggcggcatgt t 41 

<210> 975 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 975 



Hi|iE#2 005-3054255 



fflgi 2001-256862 



^-v ! 360/ 



ctagagtggg actgggcacc yggcatgtcc cctcctgggc t 41 

<210> 976 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 976 

gcttcagaga gccaaggtgg stcttgaggt gcatagtgaa g 41 

<210> 977 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 977 

agtgtagcct ccgcctcccg mttgactggc ctgcttggca a 41 

<210> 978 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 978 

aggtgcagcg gggagccggc yctcagggcg catgcgccgc c 41 

<210> 979 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 979 

tctctgagcc tgtttccact yttaaaatga ttatggtgat g 41 

<210> 980 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 980 

aggcaaggca ggccgggcac rgtggctcac gcttgtaatc c 41 

<210> 981 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 981 

ggccctgagc tggcctgcgt mcagccacat cctctttcct g 41 

<210> 982 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 982 

ttcacttcat ttgcagtgag raaaccagct ccgagaggtg a 41 
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<210> 983 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 983 

ttttcccaga cgtaaccgcc rtcagagcgt ggcatggagc c 41 

<210> 984 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 984 

cgctgggttc tttcccttac ygtggtctcc caggcactta c 41 

<210> 985 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 985 

tgtcagaaca ggcctatggc rcccaaccac aagtccccca a 41 

<210> 986 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 986 

cagccccaca ggcctgtgct mgctgtgtgg ggcttaggga t 41 

<210> 987 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c 
<400> 987 

cagagacctt gacccccccc natctaccat catttccaaa a 41 

<210> 988 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 988 

cagagacctt gacccccccc atctaccatc atttccaaaa 40 

<210> 989 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 989 

ttaaaagttg acttttttct rccgggcacg gtggctcacg c 41 

<210> 990 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 990 

aaagttgact tttttctgcc rggcacggtg gctcacgcct g 41 

<210> 991 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 991 

ggcggatgaa actctcctac maagaagggc caaaccggcc g 41 

<210> 992 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 992 

ggggatgttg attacctagg ycagtaaagt aaagaaggca t 41 

<210> 993 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 993 

cttctgggcc actgtatcct rtttctttcc cttgttaccc t 41 

<210> 994 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 994 

ccctcttaga ccgtatatag ktctagcata ggatctgcac a 41 

<210> 995 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 995 

ttgtctggac catctgccac rgtagataaa gctctgaatc a 41 

<210> 996 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 996 

ggcgccatcg cactccagcc ygggcaacag agtgagactc t 41 
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<210> 997 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 997 

agtgagactc tgtccccccc scaaaaaaaa actataatcc t 41 

<210> 998 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 998 

atgatagtcc tgaaaagata yatgaaagaa caatggccgt c 41 

<210> 999 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gtt or deletion 
<400> 999 

attagcattt ctaaaacgtt nattcaccat cccaattaat g 41 
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<210> 1000 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1000 

cctgaacacc tggcacccca rggctggcac cccagggctg g 41 

^ <210> 1001 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1001 

gggctctcta ggggcctgtt ygatggggac agggcaggtg g 41 

<210> 1002 

<211> 41 

# <212> DNA 

<213> Homo sapiens 

<400> 1002 

gggcccgggc gggggaaggg sacgcagacc gcggacccta a 41 

<210> 1003 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 1003 

acataaacag aggccgggaa sggggcgggg aggagggaga g 41 

<210> 1004 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1004 

gcggtgttaa atggggagac katgtcctag tacgagctct g 41 

<210> 1005 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1005 

gaattggcta tatgctcccc sggactggag cggcacagtc c 41 

<210> 1006 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1006 

gtacaaaacc ctttagcttt kgcaaacctc ctttaagacc c 41 
<210> 1007 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1007 

ttaagacccg atttaaatgc ytccctcctc atgaagctct t 41 

<210> 1008 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1008 

aagctcttct ggatccactc yttcccatca ctaagttgaa a 41 

<210> 1009 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1009 

cccatcacta agttgaaagt magatcccct tctctttact t 41 

<210> 1010 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1010 
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ttacagtgcc ctttatagga ragaaagaag aaattgtgtc t 41 



<210> 1011 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1011 

tctctgtgga gcaaatagag rgctgtctga cacttggttc c 41 

<210> 1012 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1012 

gaatgtttga tttgtgaaaa wcttaataac agtagttttt t 41 

<210> 1013 
• <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1013 

gtgctgacaa tcttatactc yaggttgaac ctccggggaa g 41 



<210> 1014 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1014 

gagcctcaat cacagattct stctagctca catgaagtta a 

<210> 1015 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1015 

ggagcatgac tttgtggaag yctctcctct tccacccaga g 

<210> 1016 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1016 

gagggctgac tgtcaccctt ygataggagc ccagcactaa a 

<210> 1017 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1017 

gtgggtggga ggaattggag saggaagctt gcctaagtgt g 
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<210> 1018 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1018 

gtagcttcta aatcaacgaa stgattcctg gagagcagct t 

<210> 1019 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1019 

ggaggcacct gtgacaccca rcggagtagg ggggcggtgt g 

<210> 1020 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1020 

agtgtgcata tgtgctgacc rtgggagctt gtttgtcggt t 

<210> 1021 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1021 

ggacacagga ctgtgtggtc yggatatggc atgtggctta t 

<210> 1022 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1022 

gctgtgggtg aagtgagtta rtggccccac tcttagagat c 

<210> 1023 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1023 

agtgcagcca aaattgcaaa rtcataccat tcaaattaat a 

<210> 1024 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1024 

aagaaaagtg atttatttca rgttgctgat gcttagattg t 

<210> 1025 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1025 

tgcttagatt gttagagttg saaagatctg gcttgcatct t 

<210> 1026 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1026 

tctggcttgc atcttgtaca rctgacagaa ctggggctca g 

<210> 1027 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1027 

tgatagctgt tgcctgcagc rtacggacgt tcattgcgca g 

<210> 1028 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1028 

tagctgttgc ctgcagcata yggacgttca ttgcgcagtt c 
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<210> 1029 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1029 

tgttgcctgc agcatacgga ygttcattgc gcagttcctg t 41 

q <210> 1030 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1030 

agcatacgga cgttcattgc rcagttcctg tctcctgaga t 41 

<210> 1031 
<211> 41 
• <212> DNA 

<213> Homo sapiens 

<400> 1031 

acataaagcc tgtgtgctgc ygccaggaag actagaaacg c 41 

<210> 1032 

<211> 41 

<212> DNA 

<213> Homo sapiens 

ffitE#2 005-3054255 
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<400> 1032 

gtcaccacat acctggcact rtgctaaggc tgggaatgca g 

<210> 1033 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1033 

ccagcccact tcatcttacc rtagttacct ccttagagta t 

<210> 1034 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1034 

tgtcaaagag gaactaagga ygccagggac tttctgctta g 

<210> 1035 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1035 

ccctctcatc acttctccaa ygctggtatc atgaacccca t 



<210> 1036 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1036 

gacagaagaa aagtccccag rgaagaatac tacagacttg g 

<210> 1037 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1037 

gatgggcatt tgaacttgtt rtctttaaaa agtgaaatct t 

<210> 1038 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1038 

tatctgggga gtgggcattt kctgactgag gcattggctg c 

<210> 1039 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1039 
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ggctacaaaa ctgtgctttc yttgggcagt aaaagaggca a 

<210> 1040 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1040 

tagagaacaa gtctaattct rttttccttg aaatagtcga a 

<210> 1041 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1041 

aagtccatga ttttttaggc raaatggcct cctttcctct t 

<210> 1042 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1042 

ctttctttca caaaattgcc ycccagagct ttctggaagg g 

<210> 1043 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1043 

ccagtccctc agccttgcca ytgcttatgc tggtctggaa a 

<210> 1044 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1044 

gctcaccgct ctgctcaccc saccctctgg ccatctcctc t 

<210> 1045 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1045 

cagcttggtc ccagaggcct rgacctgggt cccagaggtc c 

<210> 1046 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1046 

gctggttccc cggcttggtc ycagaggcct ggatgtgtgg c 
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<210> 1047 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1047 

cctaccacac catgcacgtg yacagccaag ggttgttgac t 41 

<210> 1048 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1048 

ctgggctctt cctggacctg rccagctaaa aggaaatctc c 41 

<210> 1049 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1049 

gcattggtgg tactaagaac rcatattccc tatcctatag g 41 

<210> 1050 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1050 

ctcccccaac attaaaagtg yaagggatgc ttattcaaat g 41 

<210> 1051 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1051 

^ ggcccaagaa actgcatttt mgcatgctcc ctaaatgaag c 41 

<210> 1052 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1052 

atgctaacag tgtagagtca yatgtgatgg gaagcatcag g 41 

# <210> 1053 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1053 

cttgctcaat ttattctgtc yatataactc aatattactg a 41 

<210> 1054 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1054 

catgtgaccc tcttagctcc rcggattaac tcctgtcctc a 

<210> 1055 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1055 

gaaaccttct ctgggttcct rtatcacaac ctctctctcc c 

<210> 1056 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1056 

gcaacctggc gtcatgggcc mgctggttaa aataaaattg a 

<210> 1057 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1057 

acagttctga ggcaataacc rtggttaagg gttattgatc t 
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- <210> 1058 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1058 

cttctttcaa agcttgtggt ycactggacc acgtatgaag t 41 

^ <210> 1059 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1059 

atgaagtaga atagtttagg yccagaaagg caattaagta a 41 

<210> 1060 
<211> 41 
# <212> DNA 

<213> Homo sapiens 

<400> 1060 

gtgctttgat acattctgag kttcagtaaa gagacctgat g 41 

<210> 1061 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1061 

tgagctttgt ggcctaccaa rggagaaact ggctgcagca g 

<210> 1062 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1062 

catcataaag atgacattgt rggctgtcac agttggaagg c 

<210> 1063 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1063 

agaccacact atttagctta yttagtaata acattgcaaa g 

<210> 1064 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1064 

ttgcaaagaa aaattccgac raagtttttt cagcctagga a 



<210> 1065 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1065 

gctctggtga aattcctctc sctaccccaa acatcatcat t 41 

<210> 1066 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1066 

acaaatgctc accctttcag ytggaatgat tgaaattttg g 41 

<210> 1067 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1067 

tgattaaggt ggctactacc rggtgctttc tgcatatctc g 41 

<210> 1068 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1068 
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taggaattcc aagctgtgaa ytttttactg aagctctttg g 41 

<210> 1069 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1069 

atggaaattt gtttatattg wctacagatt gccaatatta t 41 

<210> 1070 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1070 

gaaatttgtt tatattgact rcagattgcc aatattatta g 41 

<210> 1071 
# <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1071 

ctaacaatct tatttccatt sagtccttat aaaagaagtg g 41 

<210> 1072 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1072 

ctgacgttta agggagaccg ygtaggtccc tttgaggact g 41 

<210> 1073 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1073 

agtctgtaaa ttattgttct wttttttctt tagcttatgc t 41 

<210> 1074 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1074 

^ tagcaaggcc aatcatttta scaacacaca tgcttgctaa c 41 

<210> 1075 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1075 

ggaactgtct ggtgtccccc wgcataggaa gctgagccag g 41 
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<210> 1076 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1076 

attgctctgc agatcccctc rcagccctct gtcccttgtt c 41 

<210> 1077 
0 <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1077 

ctttatgtgg gaagaaattt ktttttttga ttggggagtg g 41 

<210> 1078 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1078 

aaatggcctg gttctctgtc mcctttctgt ctgtatgcct c 41 

<210> 1079 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1079 

ggcagaaggc aaagcttagg wcctagagag tgctggacca c 41 



<210> 1080 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1080 

£ caaagcttag gacctagaga rtgctggacc acgccactca c 41 

<210> 1081 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1081 

cagggattta ttaatgattt mttgtgaaat gtttggaaat a 41 

• <210> 1082 
<211> 41 
<212> DNA 
<213> Homo sapiens 



<400> 1082 

agtgccggaa tacatttgca ygtaagacag aacgctgcct g 41 

<210> 1083 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 1083 

ggcagagggg tctcagaatc ygcatttcca acaatgtctc c 

<210> 1084 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1084 

cgtattgtct gcgggcatcc ygagggaggg gggctgaaga t 

<210> 1085 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1085 

cccctcaaga gtcagtttaa rtgttggtca tgttagttgt c 

<210> 1086 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1086 

atgggagggc ttgtgcttca ygaaaacatt tttccagatc a 
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<210> 1087 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1087 

tggggatggg gaggactggc rcagggctgc tgtgatgggg t 

<210> 1088 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1088 

ttctgcggtc cctggctccc yacctgactc caggtgaaca a 

<210> 1089 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1089 

gaaagaagtg tgggagcaaa mgcatgatgt tacatgtaga c 

<210> 1090 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1090 

agtgctctag agacaattgg rttcaaatgt ggagcaggct g 41 

<210> 1091 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1091 

ctctatacaa tcattatgct sccattgaaa taataaatac a 41 

<210> 1092 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1092 

ctccaattcg gtagaaccag rgcttcatct tctctgtcga a 41 

<210> 1093 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1093 

gtttgcagct gctgtttttc yggcagcaca tctgtgcagg c 41 
<210> 1094 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1094 

ggcattattt gtgaaactta yctaaaatcg aattcgggtc c 

<210> 1095 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1095 

aattaaattt ttgaaatttt rtattaaaaa ttatattagt a 

<210> 1096 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1096 

caggctcaga ggccttggcc yatcaccctg gctcacgtgt g 

<210> 1097 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1097 
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atgggcctgg acaacagcat mctctggttt agctggttca t 

<210> 1098 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1098 

cttttagaca gaaaagttac rtgggatatt atctcccaca g 

<210> 1099 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1099 

tatataagga gaaaccagtt raaattacct attgaagaaa c 

<210> 1100 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1100 

ttctgcgtag ttttgggtaa rtcacttatc ttctttagga t 

<210> 1101 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1101 

cagttgcctc atcagaaaga wgaacagcat tacgcctctg c 

<210> 1102 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1102 

agttgagaac agaagatgat wgtcttttcc aatgggacat g 

<210> 1103 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1103 

tggtgttttg cttgagtaat rttttctgaa ctaagcacaa c 

<210> 1104 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1104 

ctgttgcctc agtctgggct ycataggcat cagcagcccc a 
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<210> 1105 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1105 

gcttcaatct caccacttcg rtctccatga tgctgtttga c 41 

<210> 1106 
^ <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1106 

ggttccaacc agaagagaat rtcagaaagt aagtgctgtt g 41 

<210> 1107 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<400> 1107 

tgaaagttca agcgcagtgc sctgtgtcct tacactccac t 41 

<210> 1108 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1108 

aggaccttac agtgggtagt rtcaggaggg gtcaggggct g 41 



<210> 1109 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1109 

aaagcaccag cgttagcctc rgtggcttcc agcacgattc c 41 

<210> 1110 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1110 

ccctcctcat ctaaagtgaa yacatggggc tcatgtgcag g 41 

<210> 1111 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1111 

catgggatac tcttctgtta kcacagaaga gataaagggc a 41 

<210> 1112 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 1112 

aaagctttgc cattctaggg rtcatagcca tacagggtga a 

<210> 1113 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1113 

accccttttg ccatgttgaa rccaccatct ccctgctctg t 

<210> 1114 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1114 

gtcaaagaaa agagacttgt yaagaggtaa gagccttggc t 

<210> 1115 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1115 

acctttcacc ctcaggaagc raggctgttc acacggcaca c 
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<210> 1116 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1116 

ctctttactt aagtacagtg kgaggaacag cggcatcagg a 

<210> 1117 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1117 

gttagaaatt cagcaacttg sgcccagctc agacctactg a 

<210> 1118 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1118 

catacatagg aaatgacaaa ygtttatgga tggatagtct a 

<210> 1119 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1119 

tcatttaatt ctcaaaaaaa katgaaaaaa tgaacactca g 

<210> 1120 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1120 

aatggtaaaa gccacttgtt ytttgcagca tcgtgcatgt g 

<210> 1121 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1121 

actatcatgg gagataatga ytatggttgt ccatgattgg a 

<210> 1122 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1122 

caggacccag tgttctgagt yaccctgaat gtgagcacta t 
<210> 1123 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1123 

tatatgattt ttaggttttg yttatcagct tcttcgcttt t 41 

<210> 1124 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1124 

ccttttaaaa agtaagcagt rgataaataa attcagtgaa g 41 

<210> 1125 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1125 

ctggatttca tggtgccttt sattttccac atgaaggttg t 41 

<210> 1126 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1126 
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tcttcccttt gcagagacac rccctgccag gcaggggagg a 

<210> 1127 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1127 

ggctccttgt tactgatttc ygtcttttct ctctgccttt t 

<210> 1128 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1128 

taatagccct catgctagaa rggagccgga gcctgtgtat a 

<210> 1129 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1129 

cctcatgcta gaagggagcc rgagcctgtg tataaggcca g 

<210> 1130 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1130 

ctttcctcaa tgtctcagct rtctaactgt gtgtgtaatc a 41 

<210> 1131 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1131 

ctgtgcaccc cactgtctgg sttttaatgt caggctgttc t 41 

<210> 1132 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1132 

tatgacagga ctggacacca raaataatgt caaggtaaac c 41 

<210> 1133 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1133 

aacctatcta aacctcagtt ycctcatctg tgaaatggag a 41 
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<210> 1134 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1134 

aactctgtac attttatcag yagcttatcc atccattgca a 

<210> 1135 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1135 

caggcatagg tgattcagag rtgaaaggtc aagtccctga a 

<210> 1136 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1136 

aaattaaaat tactctgact kggaatccat cgttcagtaa g 

<210> 1137 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1137 

tgaaggtaag gaaaatagtg ktatttgctt ggatccactg g 41 

<210> 1138 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1138 

gaaggtaagg aaaatagtgt yatttgcttg gatccactgg c 41 

<210> 1139 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1139 

agcactggaa aagtcaaacc rtaactttga gaattaggtg a 41 

<210> 1140 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1140 

cttgttactc ttttttcctt stcatgggtg atagccattt g 41 

<210> 1141 
<211> 41 
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#H 2001-256862 

<212> DNA 

<213> Homo sapiens 
<400> 1141 

tgatgtgggc atcccgcagc yccctccctg cccatcctgg a 

<210> 1142 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1142 

cattggtttt atatgcttac mtttatgtgt tagttattaa a 

<210> 1143 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1143 

aataaatggt tgattttgag wttgagtttc atagtccaaa a 

<210> 1144 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1144 

ataaatggtt gattttgagt ytgagtttca tagtccaaaa a 



#fl 2001-256862 



<210> 1145 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1145 

agatgaaaaa ttatgtagat rataatgaat gatacggttc t 

<210> 1146 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1146 

tgtagatgat aatgaatgat rcggttctaa aaagacaggt t 

<210> 1147 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1147 

tacagccaca cttaaaatgg wcccattatg aaatacatat t 

<210> 1148 
<211> 41 
<212> DNA 

<213> Homo sapiens 



mm 2001-256862 



<400> 1148 

taggtgagaa aagaagtggc ytgtattttg ctgcaaagac t 

<210> 1149 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1149 

acaatataat ttgcttgttt yttaagagta taatttagtg a 

<210> 1150 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1150 

tgttttttaa gagtataatt yagtgatttt tggtaaattg a 

<210> 1151 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1151 

tttacattgc tacataaaat ycccctatgt acatgtacct a 
<210> 1152 



#11 2001-256862 

<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1152 

gatctcctct cctgtctctt wcatttttgc agtagcaatg t 

<210> 1153 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1153 

tggttgtaag aactgatttg rttggtatag ctgtgagggc c 

<210> 1154 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1154 

gtgttgctca cactcaaaat ktctgggcct tctcatttgg t 

<210> 1155 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1155 



#11 2001-256862 



aatatatacc ttatggcttt yccacacgca ttgacttcag g 

<210> 1156 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1156 

ttatactgac ttcaatagag stttcagaca aaaagttgtt t 

<210> 1157 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1157 

ttcacaattg taaacaccac yacactgaac agcatcatcc c 

<210> 1158 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1158 

agggtgtgga ttcctgcccc sacactcccg cccataggtc c 

<210> 1159 
<211> 41 
<212> DNA 



#11 2001-256862 

<213> Homo sapiens 
<400> 1159 

aacaaaaatg tgggtgtctc yaggcacggg aaacttggtt c 

<210> 1160 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1160 

aggagcccac tgtaacaata ytgggcagcc tttttttttt t 

<210> 1161 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1161 

aacttcttcc actttttcca raatttgaat attaacgcta a 

<210> 1162 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1162 

ttccagaatt tgaatattaa ygctaaaggt gtaagacttc a 



fipgg 2001-256862 



<210> 1163 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1163 

aactattttg aagaaaacac racattttaa tacagattga a 

<210> 1164 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents at 
<400> 1164 

tgacttaaat atttagacat nggtgtgtag gcctgcattc c 

<210> 1165 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1165 

tgacttaaat atttagacat ggtgtgtagg cctgcattcc 
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<210> 1166 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
<400> 1166 

ttctgatggg gttgttgctg ntgagaatca tgactgggtg g 41 



<210> 1167 • 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1167 

cattttctgt ctgaaccccc ncacccattc aggcagctgc t 41 

<210> 1168 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1168 

tccctacttc tccttttttt ncatttgcct cctccaccca c 

<210> 1169 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents g 
<400> 1169 

cttttcaggg aggagccaaa ncgctcattg tctgtgcttc t 

<210> 1170 

<211> 40 

<212> DNA 

<213> Homo sapiens 



<400> 1170 



#11 2001-256862 

cttttcaggg aggagccaaa cgctcattgt ctgtgcttct 

<210> 1171 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents c 
<400> 1171 

tttagcccat cctctccccc ngccaccctc cttattgagg c 

<210> 1172 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1172 

tttagcccat cctctccccc gccaccctcc ttattgaggc 

<210> 1173 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 



#11 2001-256862 



<221> modified base 
<222> 21 

<223> n represents t 
<400> 1173 

gagtgccttg ggtactctct ngatggggga ctccatgata a 

<210> 1174 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1174 

gagtgccttg ggtactctct gatgggggac tccatgataa 

<210> 1175 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
<400> 1175 

gctgtatatt gtgaatgtcc ngttttcaaa agcaaagcca a 



<210> 1176 



#11 2 0 0 1 - 2 5 6 8 6 2 

<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1176 

cgtatgatat tccccattct ragtccagaa tacctagaaa t 

<210> 1177 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1177 

tgtgagtatg ggaaggggaa rcttttctgt ctgttgtccc c 

<210> 1178 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1178 

caggggctcc aggaggacga rtgtgtatcc tcccattgct c 

<210> 1179 

<211> 41 

<212> DNA 

<213> Homo sapiens 



<400> 1179 
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gagaagttgg gaagtctggc yagtggggcc ggtgcctggt g 

<210> 1180 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1180 

cccagcccca gtttccccac ytgggaaggg ggctacttgt g 

<210> 1181 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1181 

ctggcccatg gaagggaggg ragggggccc cgacggggcc a 

<210> 1182 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1182 

agggagggga gggggccccg rcggggccac agtaaaggag t 

<210> 1183 
<211> 41 
<212> DNA 



2001-256862 



<213> Homo sapiens 
<400> 1183 

tgtgtatgtt cttggtaaac yagcccttgg tcttacacat c 

<210> 1184 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1184 

cctctccttt ggccacccgt sactaccccc aactccgggc c 

<210> 1185 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1185 

ggagaagctg ttatcacccc rtttccaggg ggctgggaac c 

<210> 1186 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1186 

ccccaaggtg ggcggttcgg kgattcagag agggcagctc t 



#fl 2 0 0 1 - 2 5 6 8 6 2 



<210> 1187 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1187 

ggctcctgct ctttgggaga rgtggggggc cgtgcctggg g 

<210> 1188 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1188 

ctgctctttg ggagaggtgg kgggccgtgc ctggggatcc a 

<210> 1189 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1189 

tcagcctcag cctctccaaa sagccaggca ttccagtaga g 

<210> 1190 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1190 

accagacacc agggcagaaa yggcacagga ccaaggagat g 

<210> 1191 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1191 

agatggggtg gggaagggcc rctctgggcc cagcctgctc t 

<210> 1192 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1192 

aaggcagccg ccctgctcaa rgcctaggcc attgtcctcc t 

<210> 1193 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1193 

cagaggcaga tgacagtctt ycgttaaaga tttcactgct g 

<210> 1194 
<211> 41 



mU 2001-256862 

<212> DNA 

<213> Homo sapiens 
<400> 1194 

aatataactg atataattgg racatttcat gttggcctag t 

<210> 1195 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1195 

cacttgtgct tggacaagaa ragaaggcct acaagaaaaa g 

<210> 1196 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1196 

caatcagaaa tgtaagaaaa mctccaagaa aaatttaagt t 

<210> 1197 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1197 

accaaacttg gaagtgtaaa rttatgcatg tatgttcatg t 



iff SI 2001-256862 



<210> 1198 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1198 

ttaacatagt gagtttggag ycccaggatt ttattttcct t 

<210> 1199 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1199 

caaccctcat gaattcttag ytgggatggg tccctataac a 

<210> 1200 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1200 

gtagatgagc aaatgagttc nggagagatt taaataccct a 
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<210> 1201 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1201 

gtctatgcat tcatgcatcc rtctaaccag ctgtctacct a 

<210> 1202 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1202 

atgtgactta aacttcaggt rtatcaatat cccttgaatg t 

<210> 1203 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1203 

cagaaagaag acttttcaga rtatatatat aatgaatatc t 

<210> 1204 

<211> 41 

<212> DNA 

<213> Homo sapiens 



#11 2001-256862 



<220> 

<221> modified base 
<222> 21 

<223> n represents a 
<400> 1204 

tttgagaaaa atttaaggta ntcttctatg gcccacttcc a 

<210> 1205 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1205 

tttgagaaaa atttaaggta tcttctatgg cccacttcca 

<210> 1206 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1206 

ccctgtgacc aagcagataa mctcatgctt tatttagtcc a 

<210> 1207 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents tt 
<400> 1207 

cctgtgtttg aaagaagctt natatatttt gtcttcatta t 41 

^ <210> 1208 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1208 

cctgtgtttg aaagaagctt atatattttg tcttcattat 40 

<210> 1209 
<211> 41 
• <212> DNA 

<213> Homo sapiens 

<400> 1209 

ctttcttttg ggaaaatatg yctttgtctt ctatatatga a 41 

<210> 1210 
<211> 41 
<212> DNA 

<213> Homo sapiens 

ttiiiE# 2005-3054255 
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<220> 

<221> modified base 
<222> 21 

<223> n represents at 
<400> 1210 

tacttacagg ttgattttag nacacagcag actctgtctt c 

<210> 1211 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1211 

tacttacagg ttgattttag acacagcaga ctctgtcttc 

<210> 1212 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1212 

ttacaccaga ccccatactt kaacaccata tgtcacaaaa t 

<210> 1213 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1213 

gtaggcagcc tattcttgat katattcatc aatcatacag a 41 

<210> 1214 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1214 

acagaaaaag tattgtagac rgaaataaca attcattgag a 41 

<210> 1215 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1215 

aagggagcat gaatagtcca saagtaactg agaactgatt a 41 

<210> 1216 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1216 

caaaagaaag ggagtaaaga stcaacaatc agttagcttt t 41 
<210> 1217 



miE#2 005-3054255 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1217 

attttatttg gggctttcta ygtctctctc tcctaagcct a 41 

<210> 1218 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1218 

tgtcatactt aactcttaaa satccagagt aaatgatgga g 41 

<210> 1219 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1219 

taccagttga cccagcaacc ytcttataga gtagtttaaa t 41 

<210> 1220 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1220 
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aatgatccac aaaattacta stcattgttt tctttcaatg a 41 

<210> 1221 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1221 

cacacacaca cacacacaca scaaatggaa gcagccagac a 41 

<210> 1222 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1222 

gaaaaagaaa atctggctta yatcatgttg aaaacaaaag t 41 

<210> 1223 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1223 

tccaattcca ccttctccta sagcatatcc tgcagttacc t 41 

<210> 1224 
<211> 41 
<212> DNA 



miiE#2 005-3054255 
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<213> Homo sapiens 
<400> 1224 

gtcttggttc atctcttgag wtaaattaga tctgggaact t 

<210> 1225 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1225 

tatgtcactc tcaagaactc ytataagacc aagagtcatc t 

<210> 1226 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1226 

ctgaaaatga acactgaacc rttaatcata ctgatatgta c 

<210> 1227 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1227 

gtggagcaca gcattttagg rcttgatatt tgcttattat a 



#11 2001-256862 

<210> 1228 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1228 

ggtgacctgg tgccatcccc raccaggaga cgcaggtgcc c 

<210> 1229 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1229 

ctgaggcacg agggacaaga kgtcgtcggg gagtgaaagc a 

<210> 1230 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1230 

ccactcttca aaaggaggta yatgtgacag cagctggaaa t 

<210> 1231 
<211> 41 
<212> DNA 

<213> Homo sapiens 



mm 2001-256862 
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<400> 1231 

gaatccacca gggccatggg rctggcctct gattgggcac a 41 

<210> 1232 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1232 

^ gcctgggcta ggtgtagggg kcctgagttc cgggctttgc t 41 

<210> 1233 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1233 

cttccctgtg ttcacactaa ycttttcctt ctttgaaatt g 41 

# <210> 1234 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1234 

atagccagga gaagccttga racccaggtt gtttgttcag t 41 

<210> 1235 
<211> 41 

miiE# 2005-3054255 
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<212> DNA 

<213> Homo sapiens 
<400> 1235 

tccctgctag gaactgttta yataatgaaa ggaggggacc t 

<210> 1236 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1236 

ctggccatcc tgctacagca wctggagttc agcgtgccgc c 

<210> 1237 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1237 

cggctgcgct tctccatcaa ytgaagaaga caccaccatt c 

<210> 1238 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1238 

tgtatcctgt gaagcatcac rgttatcctt ctctgcacat g 



2001-256862 
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<210> 1239 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1239 

tgacagcact taccaaccta sttcctctga tttttgagtc a 41 

^ <210> 1240 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1240 

gggggaagcc acccccgccc ragcgcctcc ggcttccctt a 41 

<210> 1241 
<211> 41 
# <212> DNA 

<213> Homo sapiens 



<400> 1241 

ttccgggaag caagctcaag ycgcggagag ggaagggagg t 

<210> 1242 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1242 

ctggggacac cgtgcggcct ygattggagg tggctgtgat g 41 

<210> 1243 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1243 

tgcccgcagc gttgtcccca rattgcagga accgttacgc g 41 

<210> 1244 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1244 

tgagtgtcac gccttctcct ytctgtcccc agcatgggca c 41 

<210> 1245 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t 
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<400> 1245 

agcttctggg agattttttt ngagtcaaag acttaaaggg c 

<210> 1246 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1246 

agcttctggg agattttttt gagtcaaaga cttaaagggc 

<210> 1247 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1247 

agtatagtgg ggttccatga kttatcatga attttaaagt a 

<210> 1248 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 



#11 2001-256862 



<400> 1248 

tttctttttc tttttttttt naaaatttat tcctatttcc t 

<210> 1249 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t 
<400> 1249 

ttctttttct tttttttttt naaaatttat tcctatttcc t 

<210> 1250 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1250 

ttctttttct tttttttttt aaaatttatt cctatttcct 

<210> 1251 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1251 

tttttctttt tttttttaaa ntttattcct atttccttac a 41 

0 <210> 1252 

<211> 41 

<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 

<222> 21 

<223> n represents tgt or deletion 

• <400> 1252 

attgtgtgag actcagaggt nccgtgttag tctttgggat t 41 

<210> 1253 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1253 

tcatgaagcc tgtaaggcac rtctctgccc caagcagctt c 41 
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<210> 1254 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1254 

aaggcacatc tctgccccaa rcagcttcta atccagttct t 

<210> 1255 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1255 

gagttctctg aaggagctaa yaccagttag tgttttgaag a 

<210> 1256 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1256 

agtgggcagg ggagactaac ygggtgtgtg aggggtgggc t 

<210> 1257 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1257 

gatttttctt aaagaaagaa rgaaagaaac atacaacata c 

<210> 1258 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1258 

gcatcttgct gtccacaggc mggggcacct ccaggattca g 

<210> 1259 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1259 

ggccggggca cctccaggat ycagaagatg actccagtag g 

<210> 1260 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 



mM. 2001-256862 

<400> 1260 

ccgtgggttt tttttttttt ncttcatttc tttggttgct g 

<210> 1261 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1261 

atgttaggag ggtattttta yatccctcca gttaacaaat a 

<210> 1262 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1262 

ctggattgca acattttaat yccaggtgtc aggtttccaa c 

<210> 1263 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1263 

gaatcaccag tgcgggaggt rtaacagtga acccaagaca c 



<210> 1264 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1264 

ctgtagaaca caaggatatt yggaggcagt ttgtacatgc c 

<210> 1265 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1265 

ccttcccaca gagtcccgag wtcatgtggc agcatgccag a 

<210> 1266 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1266 

aaagatttgc taagagattc rcagaggcaa cctgaggccc t 

<210> 1267 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1267 
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atgtttatat tttatattaa yattaatgta aataaaaatt t 

<210> 1268 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1268 

attaaagtac actattcagg yatatcatgt aggtttactt t 

<210> 1269 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1269 

gctgtggcct ttgacaatgt rttacttaga aatgttgttt g 

<210> 1270 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1270 

tggcctttga caatgtgtta yttagaaatg ttgtttgttt t 

<210> 1271 
<211> 41 
<212> DNA 



#11 2001-256862 

<213> Homo sapiens 
<400> 1271 

ttccagcaga gacaccaaca rgtaaaaaca ccccagctac a 

<210> 1272 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1272 

tttttttccc tcatatttgc ygtctgtgct acaatatgtg a 

<210> 1273 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1273 

ctctggtagc cttttaatta rttaattcat tcatttactt a 

<210> 1274 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1274 

tggtagcctt ttaattaatt mattcattca tttacttaca t 
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<210> 1275 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1275 

aggttacaga aagaatggtg mttggccaaa aaatgatatg g 

<210> 1276 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1276 

taatgagagt taagtaggag mattttcttt tatttttgtg c 

<210> 1277 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1277 

gagcattttc ttttattttt rtgcaggaga aatataaaca a 

<210> 1278 
<211> 41 
<212> DNA 

<213> Homo sapiens 



#11 2001-256862 



<400> 1278 

aggtgccttt tctattgtcc yatgcagact taggtgatcc t 

<210> 1279 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1279 

gtctgacaca gaaggatcaa wggcaaaatg tgcaagacaa a 

<210> 1280 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1280 

taggaggttc actgggaaac ytgaattcca ctgagtcatg a 

<210> 1281 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1281 

tataaataca gtgttaaatt ygtctctcgt attttaaggt a 

<210> 1282 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1282 

tgtgtcagta aaatattata ytaagtaggt gaatgagatc a 

<210> 1283 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1283 

tatattaagt aggtgaatga katcatgtaa ttgtgagact a 

<210> 1284 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1284 

ttagagattc agacgaattc rtataatctt cgatggtgta t 

<210> 1285 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1285 

gttaaaatgt ggataaatac yacaatttgc aaaatatttg g 
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<210> 1286 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1286 

atttagaagt tctatacatc ytttatagta tattacacac t 

<210> 1287 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1287 

tatagtatat tacacacttc raaaacacaa aattattttt t 

<210> 1288 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1288 

caagtcatct cttcaaattt rttaattgga gttccctgct c 

<210> 1289 

<211> 41 

<212> DNA 

<213> Homo sapiens 



mm 2001-256862 



<400> 1289 

ttagaaattg gtctttctta raatggtcta gttaagttcc a 

<210> 1290 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1290 

cacgatctgt cctccgattc ytgttaactc tagactttct g 

<210> 1291 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1291 

gtaaatcccc ggcaaaaacc rgcagcgcct tgcaagccca c 

<210> 1292 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1292 

agcatggcgc ggggaggagg kgtgggaggg tcgggaggga c 



<210> 1293 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1293 

tgaataattt aaaggggccg ygcctgcgga gccgggcgga a 

<210> 1294 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1294 

tcttgccata tacttagtgg rggggtctac atcaggggtt t 

<210> 1295 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1295 

agcctccagc ctctcttctc ygggggttat ctcaggcatc t 

<210> 1296 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1296 
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ggtgctggct ctgggatccc ygtgcgtcat gtagtctacc t 

<210> 1297 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1297 

tggcctcaag caatcctccc rcctcggcct cccaaagtgc t 

<210> 1298 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1298 

gaatgtttat gtagaacaga ragactgtat ctgcggtctt c 

<210> 1299 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1299 

tatctggtac cgaggaagct stggcctcgt ccccaagggc c 

<210> 1300 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1300 

atccaggtcc accgcctgcc ygtcttgatt gttttaatct g 

<210> 1301 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1301 

agcccccgct cgggtaaggc ytgggaccct gcccggtggt g 

<210> 1302 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1302 

gccaccgcgc cctgcgcctt yatatttttc ttaacccttc c 

<210> 1303 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1303 

agagccggcc ggcccagagc rtgctgggag atgtagtccg g 
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<210> 1304 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1304 

gaagaaatcg tgcccctgag rgtttcaaac cctaagtagg a 

<210> 1305 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1305 

ttcaaaccct aagtaggacc saggtgcaga gcattctggg g 

<210> 1306 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1306 

ccactgtact ccagccggga ygacagagct agaacctgtt t 

<210> 1307 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1307 

tggaaaatag tctgtggatt kttgtttagg actctgggca c 

<210> 1308 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1308 

acagctggtc taggctgtta stggagaaac tgggaagcaa c 

<210> 1309 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1309 

gaagcaacag ctgggtcaaa ngtagctttt cttttcttgg c 

<210> 1310 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1310 

cactgcaacc tctgcctccc rggttcaagt gattctcctg c 

<210> 1311 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1311 

ctgcctcgtt ttatgttcag ktcccccatt agacagagga a 

<210> 1312 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1312 

agtctgggag cacaggagca rgaatttcag ataaggagga a 

<210> 1313 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1313 

tggggagggt ggtgggtggg sctggagcct caaattcttt c 

<210> 1314 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1314 

caaattcttt cagacctgag ytcaagttct cggcttccaa c 

<210> 1315 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1315 

cagacctgag ttcaagttct yggcttccaa ccacggagcc t 

<210> 1316 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1316 

gtggggcggc tggtgacctc mgccgtccgt attccgcagc t 

<210> 1317 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1317 

gcctgcagca accgctgacg ycacgtgggg ttggggggat g 
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<210> 1318 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1318 

cgtcccaggt cagcgagccc rtcgggccgg ctgggcctcc g 

<210> 1319 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1319 

acctcccgca ccacacacac rcacacgcgt gggcacacac a 

<210> 1320 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1320 

aaaaatacaa aaaattaacc rggctggtgg ggtgtgcctg t 

<210> 1321 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1321 

ttaaccaggc tggtggggtg ygcctgtaat cccagctact c 

<210> 1322 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1322 

aaatcacttg aacctgggag ktggaggttg cagtgagctg a 

<210> 1323 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1323 

gtgtgcacac cagctatata ygcaaatgct ttctctcagg g 

<210> 1324 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1324 

gcacaccagc tatatatgca matgctttct ctcaggggca g 
<210> 1325 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1325 

tgaaataggg catttgccaa ygcatgccag tctgtcccgt t 

<210> 1326 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1326 

gcacacacgt agataggatg yggcacctct gaccgagtta a 

<210> 1327 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1327 

tggtgcctgc ataggtggtc yggctaagct ttgctactta a 

<210> 1328 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1328 
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ggtgcctgca taggtggtct rgctaagctt tgctacttaa a 

<210> 1329 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1329 

gtctgtcaag ggcaggacag rggatgtgta ggcgagtgtg c 

<210> 1330 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1330 

aatggcttcc tgtcgttttc rgactgggga cccaccttct g 

<210> 1331 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1331 

atcttctgat gactgggctt yggtgcagta actggtgttt g 

<210> 1332 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1332 

gatactgttg gtgggagaaa ygacagagag tgtaaaacag t 41 

<210> 1333 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1333 

gtttctcaac aggtgcattc ktgacgtttc agactggata a 41 

<210> 1334 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1334 

cagaaggcgt ggaggcctgc ygcgcctccc tctgttgctg c 41 

<210> 1335 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1335 

attgcttgaa cccaggaggc rgaggttgca gtgagccaag g 41 
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<210> 1336 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1336 

ggaactgctt gggtcacagc ytcgttttgt tcccagtatc c 

<210> 1337 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1337 

aagagaaata ggtcattagg wtgaatttgt taggcaagag a 

<210> 1338 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1338 

cacagcgtgg agacggggca rggagggggg ttattaggat t 

<210> 1339 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1339 

catattaata gaagagtctt ygttccagac gcagtccagg a 

<210> 1340 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1340 

atcaaagtgg ctttgatttt kgcataagaa tggtgactct t 

<210> 1341 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1341 

gataagttct agaactggca mctaatgata tggactagaa g 

<210> 1342 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1342 

gtcatatccc acccccaaat matgcagcca aggttactga a 

<210> 1343 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 1343 

agttatgaaa ccgatttttc ygggactggt tgttctagtc t 

<210> 1344 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1344 

aggtttccag atgtgttccc yaggcattcc tggtggtagg a 

<210> 1345 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1345 

cttattcttt ggtcagttgg ytttctacca cctcttagct t 

<210> 1346 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1346 

gttaaggata tgtgaactca raatttttat acacagtgca a 
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<210> 1347 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1347 

ggactagtgg aagaattaga sctttcctga ataaatagat c 

<210> 1348 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1348 

aaaactggca ggagaatttc rctggagctg catgcaggac t 

<210> 1349 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1349 

gggtattgga aagttcttgc rgctgctgga ggctgcggtg t 

<210> 1350 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1350 

ggtataaggc aagatttttt waaaaaatta attgcttaat c 41 

<210> 1351 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1351 

ggactcttac cagcttagtt kcctggtttt ctaatctaaa a 41 

<210> 1352 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1352 

tggccaggaa ggagtacacc rttggagaaa cagtgaacct g 41 

<210> 1353 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1353 

aactttttaa gtcttaagac wggaaggcct gtgtcctagg c 41 
<210> 1354 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1354 

ccctctcacc gccccatgcc rcttttcctc ctttgtacca t 

<210> 1355 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1355 

agtgctgcga ttacaagcct sagccacctg cacagcctct g 

<210> 1356 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1356 

taccataatt tatgtgtcct rtatgacatg aatttcattg g 

<210> 1357 

<211> 41 

<212> DNA 

<213> Homo sapiens 



<400> 1357 
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gttaaggata tgtgaactca raatttttat acacagtgca a 

<210> 1358 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1358 

ttaatgaggt taagcacatg ktcatatgtt taaaagcctt t 

<210> 1359 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1359 

catgagtttt ctgagcccca stttatctaa ctataaaatg a 

<210> 1360 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1360 

gtgcagggtc cccctgatgc yatagccagt tcctctttag a 

<210> 1361 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1361 

atgagctgaa agcaaaggtt ytcagcccct tcccctgata a 

<210> 1362 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1362 

ttccaggtga cacatttagt rcctaatttg ggaaatgtta a 

<210> 1363 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1363 

tgttaatcta gtccaatccc mttagtaaga aaggaggggt c 

<210> 1364 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1364 

catcctgatg cacagttatt yaaatttaag ctccatttgt t 



2001-256862 



<210> 1365 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1365 

atgtatggag tatttatgga rtaaagtatt ccatgctgta t 

<210> 1366 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1366 

caagcaatag gattgttttc ratattcttc atcatccttg c 

<210> 1367 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1367 

tatactgagg atctttctga yagggaggaa ttattatgtc c 

<210> 1368 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1368 

tgagccaact actgtactag rcactggggc actcaatgaa t 

<210> 1369 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1369 

atgggccaga cccaactcac kgatttttta gtgtatctga g 

<210> 1370 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1370 

gggtccctaa agtttccttt sctctaactc aaaggaccta a 

<210> 1371 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1371 

cagattggcc cagcaaaggc magatccagt ttaacaacta c 

<210> 1372 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1372 

aacaactacc aagtgcggta ycgacctgag ctggatctgg t 

<210> 1373 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1373 

agagggatca cttgtgacat yggtagcatg gagaaggtag g 

<210> 1374 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1374 

ttccctagga tggacacgtc rtttccagaa ctttgaaatg t 

<210> 1375 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1375 

gtgttaggtg atgcctggca yagaattttc atccaggtct g 
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<210> 1376 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1376 

gccaaaattt tacatcacgc raatgaaaac gaacaaggtt a 

<210> 1377 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1377 

ctggctccat cttttaccca yggacgtatt ccttactctt c 

<210> 1378 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1378 

gtgaattttt attataagct ygttctcctt aaaactttat c 

<210> 1379 
<211> 41 
<212> DNA 

<213> Homo sapiens 



#11 2001-256862 

<400> 1379 

acatccttct cccctcagtc ytcggttagt ggcagtattc t 

<210> 1380 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1380 

tggcagtaga gcagggtgag raggattatt ctgcagagga a 

<210> 1381 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1381 

gctttggagc catagtcatg yactcaaaat ttattttatc t 

<210> 1382 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1382 

tactctttac ctgtgaagag yagaacatga agaaatctac t 



<210> 1383 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1383 

cttgctggag gaagggtgct mgaaaatata ccaaatccaa g 41 

<210> 1384 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1384 

gaaataatat tcaagttctg maataatatc atgacctata g 41 

<210> 1385 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1385 

gatatgaatc agaattcatc ygtgtctcaa gaaaaggtca t 41 



<210> 1386 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1386 
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tgtctcaaga aaaggtcatg ygataaatta agttctgcta g 

<210> 1387 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1387 

aattaattta tcatcatctg rtcaccattt cacacaactc a 

<210> 1388 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1388 

cataagttga aatgtcccca rtgattcagc tgatgcgcgt t 

<210> 1389 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g or deletion 



<400> 1389 
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gctctctggc ttcgacgggg nactagaggt tagtctcacc t 

<210> 1390 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1390 

attaactatt caaaatactt yggaaatttg acatctcctt a 

<210> 1391 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1391 

ttagctctct tactgcttca yagtggaaga atcaaatact t 

<210> 1392 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1392 

aaacactctg aatattaaac ygctcctgga accacagctc a 

<210> 1393 
<211> 41 
<212> DNA 



#SI 2001-256862 

<213> Homo sapiens 
<400> 1393 

agttgtcctt gccctttgcc yttctagagg tgcaaaaaat a 

<210> 1394 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1394 

tgcaggaagt taggaaacta ytataaatcg gaagaaggga a 

<210> 1395 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1395 

caaaccaacc tgatttataa rcataagaac attctactac t 

<210> 1396 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1396 

gtttggtggg ctagggctac rgtaggagtg ggaacaagag a 
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<210> 1397 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1397 

caacagtaaa gttacaatct raaaggaatg ctctctgttt a 

<210> 1398 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1398 

tttccctgag gaatggttat yctctgtgtt ccttgagtcc a 

<210> 1399 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1399 

ccacatcagg ttttccccag rcaccttggg acagtttgaa a 

<210> 1400 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1400 

aaaaccctaa ccattgacac rtgtgaatgt tttcctgggg a 41 

<210> 1401 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1401 

cgtgcctcct ttctactggt rtttgtctta attggccatt t 41 

<210> 1402 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1402 

ctgacctgtt tttggctgac rggttttagt tcctcccctc a 41 

<210> 1403 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1403 

tcttggtatt aaaagatcca ragagatagg aatatgtaat t 41 

<210> 1404 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1404 

tgcacttagg aaaaaaacaa yatggaaatg tgtaaaatat a 

<210> 1405 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1405 

tgtaaaatat actttttttt waaaaaaaag gacacattta t 

<210> 1406 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1406 

aggacacatt tattcagcat yatgatcaga ctattacatt t 

<210> 1407 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1407 

caccttggtt tcatggtttg rcaaagtact ggcctgtacc a 
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<210> 1408 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1408 

caccaacaaa tatctttttc rcagttgggt gggcatctgg t 

<210> 1409 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1409 

agactctgac ttagacatga yggcagggga aagagagact t 

<210> 1410 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1410 

taaaatacag atgtgttgta mtaagttctg caagcctttg g 

<210> 1411 

<211> 41 

<212> DNA 

<213> Homo sapiens 



#11 2001-256862 



<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1411 

ggggaggtgt ccaggcacga ncatggagag ctggacttga t 

<210> 1412 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1412 

ggaggtgtcc aggcacgaac wtggagagct ggacttgata c 

<210> 1413 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1413 

tgcagccttg atcttctggg ytcaagcgat cctcctgcct c 

<210> 1414 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1414 

cttggataaa gtctgagagc staaatatgg tctccaagtg g 

<210> 1415 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1415 

gtccttcaat tttgtggtga rcttaaaaac aggactctaa a 

<210> 1416 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1416 

tattaagtgg tgtgttaaag rttgtgctat aatgaattgt a 

<210> 1417 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents aaag 



&m 2001-256862 



<400> 1417 

aagggctgga agagtgaaag ngaggctatt tgctcccaga c 

<210> 1418 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1418 

aagggctgga agagtgaaag gaggctattt gctcccagac 

<210> 1419 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1419 

gcagcctctc tggcctatag kttgatttat aaggggctgg t 

<210> 1420 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1420 

ttgatttata aggggctggt ytcccagaag tgaagagaaa t 
<210> 1421 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1421 

tctcctttgg caggtaggtg rtgggcagct gggtccattt g 41 

<210> 1422 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1422 

cttcacccgt atgccaggac ytggggatgc ttttctcttg t 41 

<210> 1423 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1423 

gcagcagtgg tgctccctcc rtgggcagcc ccgtcaggtc c 41 

<210> 1424 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 
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<221> modified base 
<222> 21 

<223> n represents gtg or deletion 
<400> 1424 

atggtgccca ggtggatgtg ntccatctca ttcctgtctt t 

<210> 1425 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1425 

agctgcagga ctggaattcc ygtggggatc gcacagtgct g 

<210> 1426 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gg or tggtggggtgga 
<400> 1426 

aggtggggtg gggtggggtg nggctgtctg tgtccaggaa a 
<210> 1427 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1427 

acggggcagg aggttctggg magaggacac ctggagcgct g 41 

<210> 1428 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1428 

agttaactcc cttgctgaca rgcgtgcttc ttgataggcc a 41 

<210> 1429 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents at or deletion 
<400> 1429 

gataggccaa aaccgtaact nctttccaaa acatagaccg c 41 
<210> 1430 



tU|iE# 2005-3054255 



#11 2001-256862 



^- V : 490/ 



<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1430 

agttctccaa taaggcagat raagttaaga taaaatttgt a 41 

<210> 1431 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1431 

aattaatatc atttattgct rtattgttgt cagtgttatc t 41 

<210> 1432 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1432 

tgcttctttt caagccagcc rgctttaaaa aaaagttagc t 41 

<210> 1433 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1433 

tBSE# 2005-3054255 
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caggttttca gggctcatgt rgacctgaag aaaaatgaga g 

<210> 1434 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1434 

attctacttt ctcaacttct yttattacat tatctcatca t 

<210> 1435 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1435 

ccactctgaa acttccccct rctttttttc cttgtcagca g 

<210> 1436 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a 



<400> 1436 
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ttctctaatg aaaaaaaaaa ncatattaat tgaccatagt t 

<210> 1437 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1437 

ttctctaatg aaaaaaaaaa catattaatt gaccatagtt 

<210> 1438 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1438 

aaaacaattt gtgtgtgtgc rtgtgcttca aggttaatgt t 

<210> 1439 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1439 

taaccactct gccctcagta ygaaacacag tgccgaaccc a 

<210> 1440 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1440 

atcctgtgag gtggggaagc rtatggctag cataaatata a 

<210> 1441 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1441 

tgttacctta ctgcctcatt stcattcttc ccacctgcta t 

<210> 1442 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1442 

ctccttccta accttagcaa sagtctggag atttacttat c 

<210> 1443 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1443 

ggcttaggcc taagggctga ygttggggcc agtacccctg a 
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<210> 1444 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1444 

agctatgaaa acaagaccct rtccttctag aggtagcaaa a 

<210> 1445 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1445 

aaacggaaaa acctactcag mgcgggccat tgaccgcccg g 

<210> 1446 
<2ll> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1446 

tgctggtcct gggggtagcc rtcgtggtga ggctttcccc a 

<210> 1447 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1447 

cccccactta aaacatttgt sccctctgtc tccccattcc a 

<210> 1448 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1448 

cctgctccgg tactgccagc ygcagggtgc agagttgggg t 

<210> 1449 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1449 

agttcatagc attctcgctc rgccccctca ggcctgctgc t 

<210> 1450 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1450 

ggcaatgtgc ggactgtgcg wgccttcgcc atggagcaac g 

<210> 1451 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1451 

tttccgcagc tgcatggaca ycctcgcgtg ccccgtttct g 41 

<210> 1452 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<400> 1452 

cctcttggag gtccttctag ygctgcctat gtggagattc t 41 

<210> 1453 
<211> 41 
<212> DNA 

<213> Homo sapiens 

• <220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
<400> 1453 

ttcctgcctg gtgcctcccc nggctgcctt tagcaagtgc t 41 

<210> 1454 
<211> 41 

mtE# 2 005-3054255 
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<212> DNA 

<213> Homo sapiens 
<400> 1454 

tcctgcctgg tgcctccccc rgctgccttt agcaagtgct g 

<210> 1455 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1455 

cagggccgag cagggagtcc rtgggtcagc tgggctccct t 

<210> 1456 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents gg 
<400> 1456 

tcctccactg ccacaagggg nccttctttc ctgggacaat c 

<210> 1457 
<211> 40 
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<212> DNA 

<213> Homo sapiens 
<400> 1457 

tcctccactg ccacaagggg ccttctttcc tgggacaatc 

<210> 1458 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1458 

tgctctcggg agaccctggc ygtcttcaca tgtcctcagc t 

<210> 1459 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1459 

atccaggtct agagaagcct rtagtggagg tgctgagctg c 

<210> 1460 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1460 

acagttgtgt cagggaagac sagaaccaca gccaaagggg a 
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<210> 1461 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1461 

accacagcca aaggggacag wgtcgttgtg tggggacagg g 

^ <210> 1462 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1462 

gttggagcct tgggctctgt ragggggaca gagggaatca t 

<210> 1463 
<211> 41 
# <212> DNA 

<213> Homo sapiens 

<400> 1463 

cctatcccct ggctcacccc rggacccaca gtccccatct t 

<210> 1464 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1464 

ccctctttca ggggtgtgat rcagtgcatt gatggagcag c 

<210> 1465 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gtc or deletion 
<400> 1465 

tagaccgcag gagccgcgcc nttcctaacc tcgcctcggc c 

<210> 1466 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1466 

agggtgccag gccaggcacg sgttgggggg cgtctgggca c 

<210> 1467 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1467 

tgggcccagc acgtggggcc yggaactacc tcaaaggctt c 

<210> 1468 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1468 

accagctcag cctgcccagc rtgcacacgg caccaagctg g 

<210> 1469 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1469 

agatccaagg gatccagagg ytggaatgtg accctccgtg c 

<210> 1470 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1470 

gggaagccag atgcccacaa rgctctgtga cttcacttcc a 
<210> 1471 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1471 

gccaagtgtc aagatcgagc raggggaggg cctgacgagg g 41 

<210> 1472 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1472 

cagaatccag atgcccgtaa ygttgttaag aagcctgcac a 41 

<210> 1473 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1473 

ggccaggcgg ggaggggtac yggccagacc ggtgggcaaa a 41 

<210> 1474 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1474 
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agagtcacag ggttggggtg mccccgggaa ggtggcatct a 

<210> 1475 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1475 

taccagccct gtgctttcag rgaccatgtg acctgtcaac t 

<210> 1476 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1476 

cccgaggtgc ctggcttcac rgcaggattg ccgtcctgca g 

<210> 1477 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1477 

aaagtggccc cgtggcttgt yccctgaagc cctaaagcac c 

<210> 1478 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1478 

ccacagacaa gccgggtagc mcacctcgca gctcaacaca c 

<210> 1479 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1479 

cctggttttg ggccctgttc rtgtggacgt acatttcact c 

<210> 1480 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1480 

ggtaccagga gtcgggtatc rgtgggacag gaacgcgtgt c 

<210> 1481 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1481 

gggccccagg agctctccca kactatcagc ctcctgggct g 
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<210> 1482 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1482 

cccaggcctg cagcactgaa rgacgacctg ccatgtccca t 

<210> 1483 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1483 

tcgcgtctgc gcgctccgcc yggtctgccg gcgtgagaaa g 

<210> 1484 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1484 

acaaggggcg gttgcgcccc kcagcggccg gactcccgga g 

<210> 1485 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1485 

ccacttccct ccgccgggcc kctccttctc cacacgcggg g 

<210> 1486 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1486 

actcgtttgc agattttaca yttgttttct tgttgacaca c 

<210> 1487 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1487 

gcgtttatac tttttttttt naaccaaaaa cacattattt g 

<210> 1488 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1488 

agggccgggg cccaggcttc ygtaggcatc agtatgatgg t 

<210> 1489 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1489 

caaattcaca actgtgcctt scacagaatg ggttggaaaa c 

<210> 1490 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1490 

ccccactcca cttgggtgag rgcaggtgga tggtgatggg t 

<210> 1491 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1491 

tacctcaggg cactcagaca scctcaccaa tcagaggctc a 

<210> 1492 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1492 

tccttttcct gttttttgtt kttttttttt tcttggagtg g 

<210> 1493 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1493 

cattggtttt tagtgtattc wgtgttgtgc atccatcatc a 

<210> 1494 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents tt 
<400> 1494 

tgtggtttag agctttctct ngagacattt ttgctaaggt t 

<210> 1495 
<211> 40 
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<212> DNA 

<213> Homo sapiens 
<400> 1495 

tgtggtttag agctttctct gagacatttt tgctaaggtt 

<210> 1496 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1496 

agctgaagtg aattaagcac ratcaactca gtactcacac t 

<210> 1497 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 12 repeats of t 
<400> 1497 

agggggaaag tttaaaggta ngtcttgtta tgtttttaag t 

<210> 1498 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 1498 

agagggtttc ccaagcacac yctgtgtttg gggttattgc t 

<210> 1499 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1499 

aaatatagat gcaaaaaaaa ntgagctgtg gatgcatgtt t 

<210> 1500 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1500 

aatttcagtt tttaggtcac ycaagccagt gggagtcaca t 

<210> 1501 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents 10 to 13 repeats of a 
<400> 1501 

aaagacgttt taagggcttt ngaaagaaaa gaaaactgta g 

<210> 1502 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1502 

ggtttcccaa catctcatct rataaaaaaa ataatttgcc a 

<210> 1503 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1503 

aaagagaata ggttagtgga ytagtattcc tgtgcttaat g 

<210> 1504 
<211> 41 



#0 2001-256862 

<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ct or deletion 
<400> 1504 

aagagatggt ctctagcccc ngtttgattt ggggcactta c 

<210> 1505 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1505 

gtttggctac tttgattaaa raagaaagaa gagataataa t 

<210> 1506 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1506 

cctgcatcta ttctgaccta yactggggaa aacagtatgt g 

<210> 1507 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents cagatcttcttcagctaatttagaaatgt 
<400> 1507 

tattttgtag ttcaaaaagt ntgctgtcca tttgatattc a 

<210> 1508 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 1508 

tattttgtag ttcaaaaagt tgctgtccat ttgatattca 

<210> 1509 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1509 

agccacacgt ttcttattgc rtgggaagtt taaaaaatgg g 

<210> 1510 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1510 

agtgaacctg agattgagct rtactgaaat ctctagaaga g 

<210> 1511 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1511 

aaagggtggt ctttaaatcc ytatgttttt ctcatcaggt t 

<210> 1512 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1512 

tttctcatca ggttacaaga ygagaagaaa ggtgatggcg t 

<210> 1513 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1513 

acaatttata gtatttctca rtgccccaca cagtttatct a 
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<210> 1514 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1514 

gtagatgagt agctaaaaac kaaagtcagc tcctgaaata a 

<210> 1515 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1515 

ggcacaatga cagatgtttt yattgactac gacgttgagt t 

<210> 1516 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1516 

gggaggtgac ccatgaattt yacttgagta tcatctccaa g 

<210> 1517 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1517 

agaagaggta acagtaagcc kcctgattta cagcacacat c 

<210> 1518 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1518 

atttgcaggt gtgtttgtag sgggcagttg agtagcttga a 

<210> 1519 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1519 

aaaggattca gcaggcatga rgaaagaaaa gctttgcaag a 

<210> 1520 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1520 

ccattggcta atagcaatga mctatgacat ggtctaactt a 



<210> 1521 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1521 

tcaatgatgt tacagtgaga mtctaatatt gtattaaacc c 

<210> 1522 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1522 

ctaatattgt attaaaccca wgccacatgt taaatgaatc t 

<210> 1523 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1523 

gtgtccaagt ttacggacta ygagctgaag gcctatgcca a 

<210> 1524 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1524 
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caccttggtc tgtggcctcc rgaggaagta cttgttcaag a 

<210> 1525 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1525 

taatcattcc aaaccacgga mtttatttca ttaagaacat g 

<210> 1526 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1526 

tcattccaaa ccacggactt watttcatta agaacatgat a 

<210> 1527 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1527 

tttacagatt ggaaaagcca ytgaagtatt gcaggtccag a 

<210> 1528 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1528 

agtgactgta attagtatca sttgtgcaca gagaaaaaat g 

<210> 1529 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1529 

tgcagaaggt tgttctttca ygaccttcct gagtttcaga a 

<210> 1530 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1530 

gaattcatta ataaaaataa wcacataatg gagcgtgaca t 

<210> 1531 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1531 

gggccactct ttggcttggc ratagactgt ggccaatgaa a 
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<210> 1532 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1532 

gctatttggt aggaacatct rggcatgatc aggtagcctt c 41 

<210> 1533 
^ <211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1533 

4) gagtaatatt cagtaaaaaa ntaaagtggt attttaaatc a 41 

<210> 1534 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1534 

tgtttccagt aatagggaat rgaggtgtct ttctctgaaa g 41 

tttfiE# 2005-3054255 
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<210> 1535 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1535 

gataaatgac aaggcaatta saacaatcag gaagcacagg t 

<210> 1536 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1536 

caaggcaatt acaacaatca rgaagcacag gttcttccca a 

<210> 1537 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1537 

cctcatcctt gccaatgttt ycttttactg gtttttgatg g 

<210> 1538 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 1538 

tctaaatgac ctcaacatgg ycattaaacc aggggaaatg a 

<210> 1539 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1539 

atggcagtat attgatcaaa yagaaaggtg tagcatacat t 

<210> 1540 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c 
<400> 1540 

ttattggcct ctattttttc ntgcccattg gtcaagtatg a 

<210> 1541 
<211> 40 
<212> DNA 

<213> Homo sapiens 
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<400> 1541 

ttattggcct ctattttttc tgcccattgg tcaagtatga 40 

<210> 1542 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1542 

catacattcc tgggagaaac yaagaggtca tagaaggaaa a 41 

<210> 1543 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1543 

cacaattata cacatttctt ytcgtatgat tcccaagtca t 41 

<210> 1544 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1544 

tattgtgtca aaaacaattc rttgtatatc tccattctaa g 41 

<210> 1545 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t 
<400> 1545 

^ cagcctttgc attatatttt ngctgtgttg tctaacagga g 41 

<210> 1546 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1546 

cagcctttgc attatatttt gctgtgttgt ctaacaggag 40 

# <210> 1547 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1547 

gctgtgttgt ctaacaggag maaagagaca cggatttgct c 41 

<210> 1548 
<211> 41 

ffi!iE#2 005-3054255 
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<212> DNA 

<213> Homo sapiens 
<400> 1548 

tgagatagat atttaggacc rtgaccaatt tttattttgg t 

<210> 1549 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1549 

gtgaccaatt tttattttgg ytgaaaaatc ttatttgaag t 

<210> 1550 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1550 

tattgattag acaataaccc rtctggggaa gggatatttc t 

<210> 1551 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1551 

ccttttctaa tgtctgcaca rcctatttaa gaatattccc a 



mm 2001-256862 



^-v : 526/ 



<210> 1552 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

^ <223> n represents 9 to 12 repeats of t 
<400> 1552 

aaagtttagt gtttctatca ngctacttct gatggacttc t 41 

<210> 1553 
<211> 41 
<212> DNA 

<213> Homo sapiens 

# <400> 1553 

tttctctccc caattcatgg ktttttggtt agcttctcat c 41 

<210> 1554 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1554 

tccccaattc atgggttttt kgttagcttc tcatcttctt g 41 

£B!iE# 2 005-3054255 
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<210> 1555 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t 
<400> 1555 

caattcatgg gtttttggtt nagcttctca tcttcttggg g 

<210> 1556 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1556 

caattcatgg gtttttggtt agcttctcat cttcttgggg 

<210> 1557 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
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<222> 21 

<223> n represents aaaaaaagaaaa 
<400> 1557 

ttagaaaggg gacttctttt ntctgtgttt agtgttcctc t 

<210> 1558 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents aaaaaaaaaaaa 
<400> 1558 

ttagaaaggg gacttctttt ntctgtgttt agtgttcctc t 

<210> 1559 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents aaaaaaaaaa 



#11 2001-256862 

<400> 1559 

ttagaaaggg gacttctttt ntctgtgttt agtgttcctc t 

<210> 1560 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1560 

tcagacttgg gttttcctat ytttcttctt gagaacaagt t 

<210> 1561 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1561 

tgttaaaata tctcattgta yatgctgacg gatttttctt g 

<210> 1562 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1562 

ccttaagtct cctcctatca wgcaccttgt tctcaccagc t 

<210> 1563 
<211> 41 



mi 2001-256862 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1563 

ctctctcttc ctttctcagc nctactattt cactgttggc t 

<210> 1564 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1564 

aatccccata tcctacctta kccatctcat ccatgaatct t 

<210> 1565 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1565 

atccccatat cctaccttag ycatctcatc catgaatctt g 

<210> 1566 
<211> 41 



#11 2001-256862 

<212> DNA 

<213> Homo sapiens 
<400> 1566 

aatatgagtt ttctaggtat rtatctagca gtgtttcaag t 

<210> 1567 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1567 

atatgagttt tctaggtata yatctagcag tgtttcaagt c 

<210> 1568 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1568 

ctctgaaagt tagtgataca ycttatttgt gtttgaatca a 

<210> 1569 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1569 

atgtatgaga tcaagtcagg rtcaaatatt agacacccat a 
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<210> 1570 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1570 

ggaccatcct gtggggcaat sgttccagaa aatgctggta t 41 

^ <210> 1571 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1571 

ctcaccggta taaatacaac ygtagcaaag gttttctttt t 41 

<210> 1572 
<211> 41 
• <212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents c 
<400> 1572 

tgcgtattcc ctcagttcag ntttttattc aagccacagc a 41 

thsiE# 2005-3054255 
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<210> 1573 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1573 

tgcgtattcc ctcagttcag tttttattca agccacagca 

<210> 1574 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1574 

tggctaagtt aaaaaaaaaa ngagattcaa ctataattgc t 

<210> 1575 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
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<222> 21 

<223> n represents c or deletion 
<400> 1575 

caagattcaa tactgccccc nagggggtgg gtgaacaggg c 

<210> 1576 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1576 

ctgttcaatt tcctctcgca yagtgattca ttccacattc c 

<210> 1577 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1577 

taattaatat cttgtccttg sggggtaaat gagggatggt a 

<210> 1578 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1578 

ttggggggta aatgagggat rgtagcataa acacttctca a 
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<210> 1579 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1579 

aaacaccaca gaatgacata raactaaagg cggcaggaat c 

<210> 1580 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1580 

gaaacattca cagtgcttgt wtgagaagac agtggttatt a 

<210> 1581 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1581 

gagcagctga aggcaggtca katgaaggct aggtggctgg a 

<210> 1582 
<211> 41 
<212> DNA 

<213> Homo sapiens 



&m 2001 
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<400> 1582 

tccaaaacct ctggatagta yatagaagta ggcaatccat t 

<210> 1583 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1583 

cctatgggtg gctcaggagc ygtgacacct tcccaggttc a 

<210> 1584 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1584 

gaggactttg cacatagtag rtgctcagct atattgttgg c 

<210> 1585 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1585 

tttggaatct aaagactggg kcacgatgct agttgtgtga c 
<210> 1586 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1586 

ttttggggtg tggggagagg rcccatagta gggagacagc t 41 

<210> 1587 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1587 

acctaagggt gtccatcctg raggagagca gtcctagggg g 41 

<210> 1588 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1588 

ccctggtctc ccttaactca ygctggactg ttccctttgg t 41 

<210> 1589 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1589 
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gcctgtgtac taagtctgcg sagctgaggt tcccacccta c 41 

<210> 1590 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1590 

atggtgtggt ggtaggacca yggctggtca ccagaggctg t 41 

<210> 1591 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1591 

aaaggctttc acatctaaaa mgtgtctcct cattttctgt c 41 

<210> 1592 
• <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1592 

ggattactta catatacacc rtgcggggga gctcaccacc t 41 

<210> 1593 
<211> 41 
<212> DNA 

tBSE#2 005-3054255 
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<213> Homo sapiens 
<400> 1593 

ctacccaccc tatcctgata ytccagcagg atggagggca g 

<210> 1594 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1594 

acaagtggga agagaaagct ygggagggta agtcctttga c 

<210> 1595 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1595 

cccagggagc cttagcttgc rgggagacag gacctgctca t 

<210> 1596 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 
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<223> n represents cct or deletion 
<400> 1596 

tgtctaagcc aatccctcct naccctctgc ttagcaggga c 

<210> 1597 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1597 

gcctgggttc ctcctcctgg yccctctatg ccccctccca t 

<210> 1598 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents tc 
<400> 1598 

agctcttaag catttccccc ntttcctcag caaatataac c 

<210> 1599 
<211> 40 
<212> DNA 
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<213> Homo sapiens 
<400> 1599 

agctcttaag catttccccc tttcctcagc aaatataacc 

<210> 1600 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1600 

tcctggtttc tctactgcat rgccctgtac cctgagcacc a 

<210> 1601 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1601 

tgtaccctga gcaccagcat ygttgtagag aggaggtccg c 

<210> 1602 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 1602 

agaaagttgt caacaagagg ytgatatttt gtgtgctact 
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<210> 1603 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1603 

tgtgggggtg aacagagctg rgacagctgg gagagccagt t 

<210> 1604 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1604 

cctttgcttg tggtcagaca mcctgccttt ctctctgggc t 

<210> 1605 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1605 

tcatatgtga gaatcccccc mccacggggt atccagacac a 

<210> 1606 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1606 

tcccattcca agaatgttct kgttgtgttg ctggcaggga t 

<210> 1607 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1607 

tgtgcatcaa ggagagcttc ygcctctacc cacctgtgcc c 

<210> 1608 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1608 

agtcggatgt ggtcatgaac kctctgtcac tggcagtggt c 

<210> 1609 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1609 

cctggtcacc aacctctgtt ytgcccacag gaagcctgat c 

<210> 1610 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1610 

tgggctggga gatcagacag kgtgggggac tgggagggtc a 

<210> 1611 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1611 

ccagatggct caggctgtga mctccctggg caccaccctc c 

<210> 1612 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1612 

ctgggtgtgg aggagttggg rccccctgcc ttcaggaggc t 

<210> 1613 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1613 

tctgtgtctc acagtcacgt rgtgctccag gcattcaggg t 
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<210> 1614 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1614 

aggagggagc tgtcttggga rgagagtggc agaggcaaat g 

<210> 1615 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1615 

cagtgcataa agcctctgat yctccttaga gaaggaggga c 

<210> 1616 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ca or deletion 
<400> 1616 

ccaagcccct ggcaacctca ngtgattcag gctgggcctt t 
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<210> 1617 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1617 

tttaatcagt ctctctctct ytttcccatt ctaagtgctt a 

<210> 1618 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1618 

ccctgctcta cctccggcac ygcccgtccc tgcctctcca c 

<210> 1619 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1619 

tccctggagg tccctgggcc sttctctggg cctcaggatc t 

<210> 1620 
<211> 41 
<212> DNA 
<213> Homo sapiens 
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<400> 1620 

ggatctcacc gtccatcccg yctgccctgc aggatgtccc a 

<210> 1621 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1621 

gcctgtcctg gctgggcctc kggccagtgg cagcatcccc t 

<210> 1622 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1622 

cggtgtttcc cacaaccccc ragacggaac tggttttggg g 

<210> 1623 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1623 

ggcagagaag cagaggaggc rtcttactca ttcctctgct t 



<210> 1624 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1624 

gggccgtctc ccacttccac yacacccgaa ggcacctttc t 

<210> 1625 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1625 

gttctgactc agctggtggc yacctacccc cagggcttta a 

<210> 1626 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1626 

agactccacc ccagcttggg wccctttcct tgacccctgt g 

<210> 1627 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1627 
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cttcccatcg ttggacgggc raggctgagc agggggaatg g 

<210> 1628 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1628 

gctttagctt tctccatgtc rcttttccta tcaaggtggc c 

<210> 1629 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1629 

cgcttttcct atcaaggtgg mcttttcctc atgatgtcaa c 

<210> 1630 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1630 

gcttttccta tcaaggtggc sttttcctca tgatgtcaac g 

<210> 1631 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1631 

ccacctgtct aacctctgtt sctgtttgct catgtctggg g 

<210> 1632 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1632 

ttgctcatgt ctggggcgtg wctctacaat ggctgttata t 

<210> 1633 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1633 

agcattctgt agaatgctga rctgtgctca ggggttgcgg a 

<210> 1634 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1634 

tgttggatcg tgtaggaggc rtgtcaaggc atgctggaac c 
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<210> 1635 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1635 

gggtttgaac tggtgggtgt kgtcagagct ctgtagggga c 

<210> 1636 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1636 

tgtgaaatgt cagatgaaag ratttgaact tgattaagag g 

<210> 1637 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1637 

ttccaaggga aattgccatt kaattctcct gtaactcagg t 

<210> 1638 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents g 
<400> 1638 

ggggtggggg ttgggggggg nttactgcct tctctccagg a 

<210> 1639 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1639 

ggggtggggg ttgggggggg ttactgcctt ctctccagga 

<210> 1640 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1640 

ggtgctgtct accttcgggt rctgaagcag cccagagacc c 

<210> 1641 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1641 

ctctcctggg tcctgtacca ycttgcaaag cacccagaat a 

<210> 1642 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1642 

gaacccatca caacccagct rtgtggccgg accctgaggt g 

<210> 1643 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1643 

tggtccaagt tccagctctc yttccctcac ctcctctgga g 

<210> 1644 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1644 

gcatggggat ccaggcacgg wtaccccctt ctctattcct c 

<210> 1645 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1645 

aagtgaagcc tagaattacc mtaagaccct gttccacagt c 

<210> 1646 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1646 

tgtgcgtgaa tgttcatggc rgccctattc acagtagcca a 

<210> 1647 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1647 

tagtgtactg tccttttata ygaaatttcc agaacaggcc a 

<210> 1648 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1648 

aaatgttccg gacctagata stgacgaagg tagcacgaca c 
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<210> 1649 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1649 

cattaatgca cctctgcggg kctcttgggc agggggttgg g 

<210> 1650 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1650 

ttagggacat gtcctgagtc yacactgctc cccacaaacc t 

<210> 1651 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1651 

atccaggtct cacacagtgt yacttcctct cttggcttta g 

<210> 1652 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1652 

gagagcatga attgggtcct rtgtctttct ctccagattc a 

<210> 1653 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1653 

tgtgctgcct ccagcgggtc rcgtgcccat gtgcagacag g 

<210> 1654 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1654 

tcaagtctgc tgtacggcta ygtcttgtca cctgtatatt t 

<210> 1655 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1655 

aggtctggga cccagggtcc staagtgaac tgtctgagac a 



<210> 1656 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1656 

ttttgtggcc atgtcaggac wtgtgaacac atgtcagtgt c 

<210> 1657 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1657 

gggacagaca gggtgtccta rgtccttgtg aaggcattct g 

<210> 1658 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1658 

cctgacatag ctcctacgtg ycatgttagg cagtgtcatt g 

<210> 1659 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1659 
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gaggagttgt tatacctgat ygttgaagga ctggtatgaa t 

<210> 1660 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1660 

ggtgcacgac ttcacagatg mcgtcatcca ggagcggcgc c 

<210> 1661 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1661 

caggttgcca gtgatttttt nctcagaaag ttttcatcaa g 

<210> 1662 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1662 
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gaccaagaag ggtctaggag wgcaagatgg gcttgggttt c 

<210> 1663 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1663 

cctcaatgca aggttgctgt mcaccctcgg gtgctgaagc a 

<210> 1664 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1664 

taccaccttg caaagcaccc rgaataccag gagcgctgtc g 

<210> 1665 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1665 

attgaatggt gagtgcaggt rctggtgccc tgttcctgag c 

<210> 1666 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1666 

ggtgccctgt tcctgagcct stctcattgg ctctgttccc c 

<210> 1667 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1667 

acccatcctg actgtctggg saaaggttat aggcccttag g 

<210> 1668 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1668 

tccctaattc ctacccttcc rtccagtcca gggatttata a 

<210> 1669 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1669 

tcattcatcc atccagtcct ygttcagcaa atactctcat a 
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<210> 1670 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1670 

ctcctgggta ggaagagggg mccctcaggc agggagcatt g 

<210> 1671 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1671 

gggcccctca ggcagggagc mttgtcctga ctgccccctt c 

<210> 1672 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1672 

ccctgaggtg cgggcccccc stctctgttt ttgtccattc c 

<210> 1673 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1673 

gatcaggaga atccaacatc rcctccctcc aagacacaca c 

<210> 1674 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1674 

caagacacac accactgtct ytccaaggct ggcggactgg g 

<210> 1675 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1675 

cggcaaccct tcttggtctc kcctccaggt ctatgacccc t 

<210> 1676 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1676 

ggcaaccctt cttggtctcg yctccaggtc tatgacccct t 

<210> 1677 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1677 

gaaaaggccc acagagtagg rttgggttgg tcctagaagg a 

<210> 1678 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1678 

gagctcggct aggctcgcag katatgcaag cccacatggg g 

<210> 1679 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1679 

tgggtgtccc aggccaggtt mccggcttga tggggccagg a 

<210> 1680 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1680 

accatgttta cccatcattg ktcctggagc tccccagccc c 
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<210> 1681 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1681 

gtggcagcat ccccgtggct kctcctgctg gtggtcgggg c 

<210> 1682 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1682 

tacgcagcag gtattcacca ktatttccac attatccact g 

<210> 1683 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1683 

acacccccta ccctcacatc rtgacacagc tgggccagaa g 

<210> 1684 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1684 

tgccatctcc accctccccc rtgcaggggc atcttcttta t 

<210> 1685 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1685 

tgtggcactt ccaccatatg ytcattgccc tcttgctcca g 

<210> 1686 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1686 

gccacagaga ccatggctca rgccccaaaa tgctgagtga c 

<210> 1687 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1687 

tatgcttggg tgttgcagaa yatgttggac catgtaggag c 



<210> 1688 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1688 

ccggtcccct ttatgccccc maccctcctt tcttcttctg c 41 

<210> 1689 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1689 

aacatgggat ggagtggggg kgtgggtgtg gggagagcaa a 41 

<210> 1690 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gccag 
<400> 1690 

ggccatgaca ccacggccag ntggcctctc ctgggtcttg t 41 
<210> 1691 



tBIE#2 005-3054255 
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<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1691 

ggccatgaca ccacggccag tggcctctcc tgggtcttgt 

<210> 1692 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1692 

tttatttccc cactaacttg statgcaagc ttagtaaaat c 

<210> 1693 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1693 

cttggagaat taacggcaaa waccgcaatg acttttggac c 

<210> 1694 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1694 
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ttctaagtac atttattctc ytgcttttag ctatgatcta g 41 

<210> 1695 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1695 

caggagggcc gtgtatgctc yctggataat tgttgggtgt t 41 

<210> 1696 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1696 

acgtggtgct cccagacagc ygagtcatcc ccaaaggtgc c 41 

<210> 1697 
• <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1697 

gggttggggg ttccgggcct sgttcctggc gcagtggggc c 41 

<210> 1698 
<211> 41 
<212> DNA 

thtE#2 005-3054255 
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<213> Homo sapiens 
<400> 1698 

tgcagtcaga ccttccacct yggcccccag gaactgcatc g 

<210> 1699 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1699 

atcacctacc tttgcaccaa ytaccttttc agatttccgg t 

<210> 1700 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1700 

ctgtgttggc ccctgtgcct sagtcccgcg gatggccagt a 

<210> 1701 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1701 

ggcccctgtg cctcagtccc rcggatggcc agtagggggc g 
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<210> 1702 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1702 

cattatttct tcagccaagt ytgttgccat tggagcagat g 

<210> 1703 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1703 

gttctgagag taactctgaa ytttgcctgt ttcacactgc t 

<210> 1704 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1704 

ccctttttat atccagaata sagcctaaac ttctttctct g 

<210> 1705 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1705 

taagtatgct atactatatt ygatagatat actatactat a 

<210> 1706 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1706 

caatgtgatt aactgaatgc ygcaaatatg cactgtatat g 

<210> 1707 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1707 

caggcttttc agattggatc yccgtggcgt actatggatg c 

<210> 1708 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1708 

taggcccctt aacattgaac kattctcaaa tagtaatctg c 

<210> 1709 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1709 

tgagtctcct agaatgatat rttaggttta ttcaagcatt t 

<210> 1710 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1710 

agcagttaga tgagtcagag mataatatag ttgggggagg g 

<210> 1711 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1711 

gaagccaatt taacataaac maataccaag atcaggtttc a 

<210> 1712 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1712 

gcaagtatgg ttaatcaaag raccatttat tactcaaata t 
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<210> 1713 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1713 

agatgacaag atttcttcta wttcaaaaat tccctagcac a 

<210> 1714 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1714 

ttctctaaaa cagatggatg mttatgtatt tgttaaatgt g 

<210> 1715 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1715 

caggaagcca aacacaaagg yttggtgtca aacagtcaac t 

<210> 1716 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1716 

ttttgaatta aattcttata ytgtaacttt taaacttttt a 

<210> 1717 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1717 

gcaaaagaaa gtggtggaag matactgtac catgcaaaaa a 

<210> 1718 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents t 
<400> 1718 

aatggaattc tatgtttttt ngttgtgatt atttatctat c 

<210> 1719 
<211> 40 
<212> DNA 

<213> Homo sapiens 
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<400> 1719 

aatggaattc tatgtttttt gttgtgatta tttatctatc 40 

<210> 1720 
<211> 41 
<212> DNA 

<213> Homo sapiens 

^ <400> 1720 

tgatctagaa tttagtttct rtaaatgaat agaatccagt g 41 

<210> 1721 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1721 

aatcccactt attactctcc kgagagcttc aagtgcctat a 41 

♦ 

<210> 1722 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1722 

ttttaagtac aagttttggt yacagtgatt tcttcttgtc a 41 
<210> 1723 

mtE# 2005-3054255 
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<211> 41 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
<400> 1723 

aaattggtgg ctcatcctgc ntggccccct tcctcctcct c 

<210> 1724 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1724 

gaaggtagcc ctggccacct stgttgtggc tccagccgat c 

<210> 1725 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1725 

cctgtgttgt ggctccagcc ratcctgtcg cccccccagt g 



<210> 1726 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1726 

gctttcttat gaccttggtc matttcccag ttgtcttgtt g 

<210> 1727 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1727 

gagctgggct cagtttctcc ygggtcaggg tgtgatgtcg a 

<210> 1728 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1728 

ggatatgatt tctgcccctc ytctgctgtg ggtaaacagc t 

<210> 1729 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 
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<221> modified base 
<222> 21 

<223> n represents tc or deletion 
<400> 1729 

tctgctgtgg gtaaacagct ntgtttcatg catttacttt t 

<210> 1730 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1730 

ccaataagaa tgtgcttgaa kgtttcatgc atttaatttg t 

<210> 1731 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1731 

ctgcctgtcc acacccacag yagcttgcac atcatcccca c 

<210> 1732 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1732 



mm. 2001-256862 



catgaatgac tctgggaaag ratcattctt agcaatggac t 

<210> 1733 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1733 

aaatggaatc caaacagcaa sagacctccc ctcaccggtc a 

<210> 1734 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1734 

actgagcttc tgccaccggc ygcctgccgg ccttcatgag a 

<210> 1735 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1735 

tccgtgtgga aggcaccttc scccagcctc agtggctagg a 

<210> 1736 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1736 

aacctcaggc gctgcctcag scagggagcc agcctggccc c 41 

<210> 1737 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1737 

aagcacgcac tgaacatgga rtgagtgagt gaacgaatga a 41 

<210> 1738 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1738 

tgcccaagaa cctggtgagc yggccgggct gaggcgggca g 41 

<210> 1739 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1739 

gccccttccg gtcacccttc yccgctcgag gcctcagggc c 41 

ffigE# 2005-3054255 
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<210> 1740 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ct or deletion 
<400> 1740 

attctcctct ctctctctct nggaccaggc tgggagcagt c 41 

<210> 1741 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1741 

cagaccctca tacgtgaccc ygctgccccc caggctctta g 41 

<210> 1742 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1742 

gtagacagag ctggactcca kccttgggtg ataagggatc c 41 
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<210> 1743 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1743 

gccagggtca caagcagagg ygggaggagc caaggggttt g 

<210> 1744 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1744 

acctgcgtgg cccccgacta ygtcctatgc agccctgaga t 

<210> 1745 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1745 

tgcgggcatt gctgggctgc rgcgtgtggc cattgggggc c 

<210> 1746 
<211> 41 
<212> DNA 

<213> Homo sapiens 



#SI 2001-256862 

<400> 1746 

ccagggctcc agggctcagc rtgctaagat gaactcccat c 

<210> 1747 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1747 

atgaactccc atcccaccac yggctatcct gaaaggctgt a 41 

<210> 1748 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1748 

gaccaaggtc gggggattct ytgtgtccca caggccctga g 41 

<210> 1749 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1749 

cagccaggtg ggggtgcggc ygggctgggc agggtcagga g 41 

<210> 1750 
<211> 41 



^-v : 583/ 



41 
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<212> DNA 

<213> Homo sapiens 

<400> 1750 

caggagcccg cagtgggcag yacaagtggt ggcagcaggg g 41 

<210> 1751 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1751 

tcaggacttt gggatggtgg wcctcttggc tctgtctctg c 41 

<210> 1752 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1752 

atcctgatgg ggctcaaggc rgcctcacgc acatcctgtt c 41 

<210> 1753 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1753 

gtgctgaccc agaccagcag ygggggcttc tgtgggaacg a 41 
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<210> 1754 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1754 

tcccaggccc ccgagctgac mcttcttggt ggccgtggcc c 

<210> 1755 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1755 

aggctcccca agcctgggtc yctcttgccc ccacccactc t 

<210> 1756 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1756 

ccgcaatcgc cgcgccgcct raggatgctg ctggtggcca t 

<210> 1757 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1757 

cgctcccaac catgagagcc raggtgggag gcatgggaaa c 

<210> 1758 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1758 

ctcttcccca tgctgctcat yctcctgggc cccatccact c 

<210> 1759 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1759 

caggggtgga cctgagtttc rtctcctgtc tctctggctg a 

<210> 1760 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1760 

cctggcaata cttacatctc rgtgatttgc tttctgtgca t 
<210> 1761 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1761 

caacaggact ctggaccaag sccctggcgt tgggtaacaa t 

<210> 1762 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1762 

agggaagggg atgtgtgccc rtggcccgtg ggtcaggggg c 

<210> 1763 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1763 

atggctgcag gggccatggg yacggggctt gctcaggaga g 

<210> 1764 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1764 
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tctgtggaca gacaaggatt sggtcggggg caccagggct g 

<210> 1765 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1765 

tatgacaggt ccatcaggcc kcaccttcct gtgtgtctta t 

<210> 1766 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1766 

ctcagcatct gcccccacag kgcttttgca cacgttggtt c 

<210> 1767 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1767 

aaagaaccct ccgagtccct sgtttagtcc cagaagggag g 

<210> 1768 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1768 

gccttcaact gagggcgcac rcggccggcc gagttccggg c 41 

<210> 1769 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1769 

ggacctgcat aaggtgggcc rtggagagtg ggccccggca g 41 

<210> 1770 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1770 

gggccgtgga gagtgggccc sggcaggggc tggagcagcg t 41 

<210> 1771 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 
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<223> n represents a 
<400> 1771 

ttcactcctg aacactcaca ngccaccctg tgatgcaggc t 

<210> 1772 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 1772 

ttcactcctg aacactcaca gccaccctgt gatgcaggct 

<210> 1773 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1773 

gactacgctc tcaagaacct kcaggcctgg atgaaggatg a 

<210> 1774 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1774 

ctgcagcatc ctaacctcac ygtcgcgact caaggctgcc g 
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<210> 1775 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1775 

aatcaccccc atggcacccc raccgtcact gagagggtgc t 41 

<210> 1776 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1776 

atgctggagc ggaccagcag mggcagcttt ggaggcaatg a 41 

<210> 1777 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1777 

aggtgtcctc actcacccca ycctccccaa ttccagccct t 41 



<210> 1778 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1778 

actgtgtggg gtatggcggg rtggtgggga gaatgtggtg t 41 

<210> 1779 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1779 

cgcggatttc ccggccagcc sccgtttcct gtgttctgca g 41 

<210> 1780 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1780 

tgcagcgttg acttgagcac ragacagtga cagtggagag t 41 

<210> 1781 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
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<400> 1781 

gaatttttga gaaaaaaaaa ntgttccttt agggttgcct t 

<210> 1782 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1782 

tcaggaacag gaagtaaaga rgtttacatt tctaaatttc t 

<210> 1783 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1783 

atcaaaaaca cttgtctgat katcgtgctc tgaacctgcc t 

<210> 1784 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1784 

atgacgctga gtttggtgct rttcttttgt ttttcttgcc t 

<210> 1785 
<211> 41 



#11 2001-256862 

<212> DNA 

<213> Homo sapiens 

<400> 1785 . 
gggagaagtg agggacctac ycttggcttc taatctttca t 

<210> 1786 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1786 

ttgtcagaga catctttgat ratccttacg tactatatca g 

<210> 1787 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1787 

ttagtagata actttttttt ngtaaggatg gagaataata g 

<210> 1788 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1788 

catattcaat tcttttatgt yctttagacc aaagaaaggc a 

<210> 1789 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1789 

taaaccttta agctcatcat yggaccatct attgaatttc t 

<210> 1790 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1790 

atttaaagtg aaagctattt ytagttttaa aaattgagca g 

<210> 1791 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 



#IM 2001-256862 ^- v I 596/ 

<222> 21 

<223> n represents t or deletion 
<400> 1791 

ctatttagca aacttttttt ngacagtgta taaagttttc a 41 

<210> 1792 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents g or deletion 
<400> 1792 

gttttcaaca attgatattg naaggttggt agggcctagg a 41 

<210> 1793 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1793 

ccctcaagga gcttatagtt waggttgtac acaatcatgt c 41 

<210> 1794 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1794 

tagaaaaaat tgtaatgtta raaagcatta ctgttaggac a 

<210> 1795 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1795 

agttcaagat gattttgtag sttcagggcc tagttgactt a 

<210> 1796 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1796 

atgattttgt aggttcaggg yctagttgac ttagcatgca a 

<210> 1797 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1797 

agaaaagttg cacaaatagt mcaaagaatt cccatgtacc t 
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<210> 1798 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1798 

attaaaatct gctttaaata yttttttggg ggagaggaca c 41 

^ <210> 1799 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1799 

ccgatcttca aaaaattagc ygggggtggt ggtgcacact g 41 

<210> 1800 
<211> 41 
# <212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1800 

aaagttcaca tttttttttt nataacttca tggtcaagag c 41 
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<210> 1801 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

^ <223> n represents t or deletion 
<400> 1801 

taatgcacac attttttttt ncttcatagg gacatccaac g 41 

<210> 1802 
<211> 41 
<212> DNA 

<213> Homo sapiens 

# <220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1802 

aaaacaaaaa acaaaaaaaa nccttgttcc tttataggtt c 41 

<210> 1803 
<211> 41 

tBIE#2 005-3054255 
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<212> DNA 

<213> Homo sapiens 



<400> 1803 

gggtgtgggg aaactggccc ycgccgcgca cttgtggact g 

<210> 1804 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1804 

tgccgcgaag aaattggcac wgctgagttc tacatgcagt t 

<210> 1805 
<211> 41 
<212> DNA 

<213> Homo sapiens 



# <400> 1805 

ttctgtacat caacttgtga wggattgagg ccagttctgg t 41 

<210> 1806 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1806 

taccgctttg cccctgacca rgggtaaatt cttcaataac t 41 

ffi|E#2 005-3054255 



mm 2001-256862 



^-v: 601/ 



<210> 1807 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1807 

aggcacttct gcacacaccc rcgtctcatg cattttccct g 41 

^ <210> 1808 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1808 

atgttgaaga gattgctgat rttagacgtt aggatttatt t 41 

<210> 1809 
<211> 41 
# <212> DNA 

<213> Homo sapiens 

<400> 1809 

tagaaaataa gaggtttcag kttctctctg ctaaatccgg t 41 

<210> 1810 
<211> 41 
<212> DNA 

<213> Homo sapiens 

tblEiff 2005-3054255 
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<400> 1810 

atcctgcttt atacctgaac rtcttgcagg cagagccaaa a 

<210> 1811 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1811 

aggcagagcc aaaagccaca rccaggagag tctgtaccga a 

<210> 1812 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1812 

attagttgtg gcatatactt kttttaaaaa agttaaataa t 

<210> 1813 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1813 

aatcctgctt tctggtatac ygtacctgta gcttttgtta t 
<210> 1814 



m% 2001-256862 



^-v I 603/ 



<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1814 

aggctaatga atggtaagag raaggggcta tcctgattag c 41 

<210> 1815 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 



<400> 1815 

tgcttttctg atgttaatcc ncagggcatt gctgaataac a 41 

<210> 1816 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1816 

tttagaacat gacctgcctg yctctcccac atgtgagatg a 41 
<210> 1817 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1817 

ctcccacatg tgagatgact ractcagctt tttatttctc c 

<210> 1818 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1818 

tgttttcatt tttaaaaaaa kgtttgactt tggaattcat g 

<210> 1819 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ca or deletion 
<400> 1819 

ttggcttgtc tactaataca ntctgcttca aaatgaacat a 



<210> 1820 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1820 

gtatttgtca actttttttt nctcatttta aaattcttag c 

<210> 1821 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1821 

gtgtgttggg ggtggtggtt rgtagctata gtaaataggt t 

<210> 1822 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1822 

aaaagcacgt gggaaacaca rttaatcatg tcttaccgta t 



<210> 1823 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1823 

gctaaaacac tccaaagcct kccttaaaaa tgcgcactgg g 41 

<210> 1824 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1824 

cctccttgca gatttttttt nctctttcag tacgtgtcct a 41 

<210> 1825 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 1825 

tagcagggac cccagcgccc sagagaccat gcagaggtcg c 41 
<210> 1826 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1826 

ctatgtgaga cgttaagaag rtagaggtgg ccaagaagga a 

<210> 1827 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1827 

agttctcttt cttagcatgg mctacagagg tgcaactacc t 

<210> 1828 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1828 

gaaacttaaa tcttgagtca yacaattgtg tctacatact g 

<210> 1829 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 
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<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1829 

attacacagt attttttttt naattttggg gaaagtcgat t 

<210> 1830 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
<400> 1830 

gccaggcaga ttcctgactc ntataaccca gagcttatca g 

<210> 1831 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1831 

taacccagag cttatcagag satttatgtc cccaaagaga a 
<210> 1832 



mm 2001-256862 

<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1832 

cagaataaca atgatggctc rgaaaaatat gggtatttct g 

<210> 1833 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1833 

acgttttgac agttgcacaa stttctttct ttaagcttta a 

<210> 1834 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1834 

aatatttttg aaaatcacta sggtatcctg catagtgatt t 

<210> 1835 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1835 
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gaaaaatttc agttcataca mccccatgaa aaatacattt a 41 

<210> 1836 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1836 

acttatctta acaaagatga stacacttag gcccagaatg t 41 

<210> 1837 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1837 

caaagatgag tacacttagg yccagaatgt tctctaatgc t 41 

<210> 1838 
# <211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1838 

tBSE#2 005-3054255 
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tttttccaaa taaaaaaaaa ntcaggtgat atctgtaaat g 

<210> 1839 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1839 

tattaaagaa catgatgctt raaacagatt agggaaaact a 

<210> 1840 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1840 

ctctgttgta gttttttttt nctcctaatc atgttatcat t 

<210> 1841 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1841 
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ttatgttcag caagaagagt rtaatatatg attgttaatg a 41 

<210> 1842 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1842 

tgtccagaca agagaccaaa ytgccgaggc atcatttagg t 41 

<210> 1843 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1843 

tttcaatctg aacattttac rtaagtgaag actttgttag a 41 

<210> 1844 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1844 

aaagttaggt ggtattgtat ytgtcttcct ttctcaatgt t 41 

<210> 1845 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1845 

aatacaaaca aacttgagct ytgcctatac ttttcaagaa t 

<210> 1846 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1846 

tatctaagtt ttggagtcaa rtagcacttt gtttgaatcc c 

<210> 1847 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gatt or deletion 
<400> 1847 

gattgattga ttgattgatt ntacagagat cagagagctg g 

<210> 1848 
<211> 41 
<212> DNA 



mm 2001-256862 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t 
<400> 1848 

gtagcaatga gaccattttt ncttcagttg agctccatgt t 

<210> 1849 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 1849 

gtagcaatga gaccattttt cttcagttga gctccatgtt 

<210> 1850 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1850 

gaatgtttgg ttgtaacctg yataatctgg catgaaattg t 

<210> 1851 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1851 

catgctctct tctcagtccc rttccttcat tatatcacct a 

<210> 1852 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1852 

tatggccaag acttcagtat rcgtggactt aattcttcct t 

<210> 1853 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1853 

atgaagacat tcattttttt nctccgtcca atgttggatt a 

<210> 1854 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gt 
<400> 1854 

gtgtgtgtgt gtgtgtgtgt nttttttaac agggatttgg g 

<210> 1855 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1855 

gtgtgtgtgt gtgtgtgtgt ttttttaaca gggatttggg 

<210> 1856 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1856 

gaacacttta tagttttttt kggacaaaag atctagctaa a 

<210> 1857 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1857 

tttttcttca agaaattaga ngaggggaga aattggttta a 

<210> 1858 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1858 

tgaatcaaaa tcatctaaaa ngctttcaga aaccagactt t 

<210> 1859 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1859 
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atattaaaca gagttacata yacttacaac ttcatacata t 

<210> 1860 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1860 

gtgtggatag taaatgccag rgtaaatcac atagcatcta a 

<210> 1861 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1861 

atggaagaga agttttagta raggggagga aggaggaggt g 

<210> 1862 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1862 
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gagagagact tttttttttt naaggcgaga gtttactacc t 

<210> 1863 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1863 

gtattaactc aaatctgatc wgccctactg ggccaggatt c 

<210> 1864 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1864 

tttgcagtat cattgccttg ygatatatat tactttaatt a 

<210> 1865 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents at or deletion 
<400> 1865 
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atacatatat atgcacacac naaatatgta tatatacaca t 41 

<210> 1866 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1866 

taaatatgta tatatacaca wgtatacatg tataagtatg c 41 

<210> 1867 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1867 

ggaagtataa atttgtaaat mactgagacc caaacttaca a 41 

<210> 1868 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1868 

tgctattgac taatagtaat wattttaggg cagctttatg a 41 

<210> 1869 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1869 

tggtagttct atgtggaaac mgtgaggaaa taattttata t 

<210> 1870 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1870 

caaaaaggta tggaagtcag mggagaagga gacccctatg t 

<210> 1871 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1871 

aagtatgcaa aaaaaaaaaa ngaaataaat cactgacaca c 

<210> 1872 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1872 

cattaataaa ataacaaatc rtatctattc aaagaatggc a 

<210> 1873 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1873 

tgacatttgt gatatgatta ytctaattta gtctttttca g 

<210> 1874 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1874 

ttacctttaa cttttttttt nagtttgatc agctctcttt a 

<210> 1875 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1875 

atgcttttgg agttgggtct yataaatgta tagaaatgtt t 

<210> 1876 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1876 

atgtggaaca atcatgacta yatgcctttt actttctcta t 

<210> 1877 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents at or deletion 
<400> 1877 

agaatcaata ttaaacacac ngttttatta tatggagtca t 

<210> 1878 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1878 

ctgtcctaaa gtttaaaaag naaaaaaaaa ggaagaagga a 

<210> 1879 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 12 to 14 repeats of t 
<400> 1879 

cctttacaaa ctcttagaca nagtttaaca tgttacaaaa c 

<210> 1880 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1880 
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41 



<210> 1881 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1881 

gggtgaagct ctttccccac yggaactcaa gcaagtgcaa g 41 

<210> 1882 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1882 

ggatgaatta agtttttttt naaaaaagaa acatttggta a 41 



<210> 1883 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1883 
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aaaggggctg aaggggtctt ycttttgtgt tcccctgact g 41 

<210> 1884 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents cac or deletion 
<400> 1884 

caccccacca ccaccaccac naaggtaacg ttctgcccca c 41 

<210> 1885 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1885 

agcctgggca acatagtgag rccccccccg ccctttctac a 41 

<210> 1886 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1886 
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aggaggactg tgaatcccag mctgcatgtt tgggtcggat t 

<210> 1887 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1887 

catctcacta aggaagaatc yagtaaccag caaggatgag a 

<210> 1888 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1888 

cccagactgc actcctgcag ygctgcctgg ctcctgtagt t 

<210> 1889 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1889 

tttcagagct gtctggaaat wtagggggca ggtgggaggg g 

<210> 1890 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1890 

ccctacccct agcccagggg yccccacatg agtatgaatg g 

<210> 1891 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents cca 
<400> 1891 

agagaaccct tcattaacca ngggcgtggc tgaccagtgt c 

<210> 1892 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 1892 

agagaaccct tcattaacca gggcgtggct gaccagtgtc 

<210> 1893 
<211> 41 
<212> DNA 



#11 2001-256862 



^-v: 629/ 



<213> Homo sapiens 
<400> 1893 

taaagcacaa gttatcaccc rtggatggat ttgtcctttt c 41 

<210> 1894 
<211> 41 
<212> DNA 

<213> Homo sapiens 

# 

<400> 1894 

ttatctcccc ttgaaaggac rctccacaga gccagaaatt c 41 

<210> 1895 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1895 

0 cagagccaga aattctagaa sagggaaaag tggaggggag g 41 

<210> 1896 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1896 

ctgtgaactg cagggacaga rggaaatggg tattgggaga a 41 
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<210> 1897 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1897 

tgaactgcag ggacagaagg maatgggtat tgggagaatg g 41 

<210> 1898 
^ <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1898 

gacagaagga aatgggtatt rggagaatgg ccagccctcc a 41 

<210> 1899 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<400> 1899 

tgggtattgg gagaatggcc rgccctccaa ggggctgatg t 41 

<210> 1900 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 1900 

ggggacagcc ttcagctgtg raattcctcc agtcctagag a 41 

<210> 1901 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1901 

^ cattattcca gtcctgaggc rtgagagcag aaggccgatg c 41 

<210> 1902 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1902 

ccgatgcttc tgccctccat sctaatgtcc tcctgcaggg a 41 

• <210> 1903 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1903 

ccatcctaat gtcctcctgc mgggacccaa ggtggatggc a 41 

<210> 1904 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1904 

ggtgagggta agcaggccac ytgggccagg gtggggtggg a 

<210> 1905 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1905 

agacactgca tctggcccac rtgtgctcta ccccagggtc c 

<210> 1906 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1906 

cacgtgtgct ctaccccagg stcccagagg gagagggggg t 

<210> 1907 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1907 

gttcgctgag gttggcggat ractttccgt agaaagggaa g 
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<210> 1908 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1908 

tgtattcata tcgtcacgct sgtaaatgaa tgagtaagtg t 

<210> 1909 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1909 

ggcattaggt caaaatcctg rtgggacaaa aggggaaact g 

<210> 1910 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1910 

tctgtagaaa gtacatgggg rcatgaagat cattggcttg a 

<210> 1911 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1911 

gattcccagg gaatgttaaa maggaccggg tcttcctaaa c 

<210> 1912 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1912 

tctgacccag taccagccag sggggcaagt ttccatcccc c 

<210> 1913 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1913 

gttgccatct gagatcttgc yggaagtaca caagagaccc t 

<210> 1914 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1914 

ttccactggc cttttctgct yagtaattgc tacattacag g 
<210> 1915 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1915 

gaggaagctg cctcccggtg rggacaggaa gcgggcatgg c 

<210> 1916 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1916 

cccaggagtc caacctccct ktgtccagct agaccatggt g 

<210> 1917 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1917 

cctgggacat gttttcttat rtaaacagca tcaaaagatg t 

<210> 1918 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1918 
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gcccgcccag gactcctcac stgtccaagt cacctaggga g 41 

<210> 1919 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 1919 

tccgaggatg tgtttttttt nccctccgtt agtcagcagt g 41 

<210> 1920 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1920 

tcctgctcat atgcggcacc rtcagacttc tgggcaggca a 41 

<210> 1921 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1921 
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ggtattgatt aaaagcctca ygggcagaga aattcgccat c 

<210> 1922 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1922 

tgtgtattgt agaagtgatg rgaaatccag aacagaaagc t 

<210> 1923 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1923 

gccctctcat ttcccttcca rtgctgagcg tttccagtgt g 

<210> 1924 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1924 

gcctctgtcc acagactttc rtgggccacg tcagcttctt c 

<210> 1925 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1925 

accaagaatg aggccatccc ktccccacgt ggctgcccca t 

<210> 1926 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1926 

tgggttcaaa gatggaatgg kgcataactc agcaaaatta t 

<210> 1927 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1927 

gggagggagg ctggacaggg satgaaggca gagcctggtg g 

<210> 1928 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1928 

ggaggtggga cccaggatgg ygtttcttgg gaccacaagg a 
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<210> 1929 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1929 

actcccccgg ccccactcac rtctgccacc ttccctccct g 

<210> 1930 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1930 

actcattcca agtattgatc ragaagagag gtaggtactg g 

<210> 1931 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1931 

ttgaagatct taagttgttt ytggttcact catttcgcaa a 

<210> 1932 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1932 

agctaaaagc aaaacagcct ytgacctggc aagcattccc a 

<210> 1933 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1933 

tgtcctactt ttcttttgac scttataact tcctgacttc g 

<210> 1934 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1934 

ccagctccta gtgggctgga rggaaggaca tgcggttggg g 

<210> 1935 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1935 

ttgcaaactg agttagggcc yggagagctt actgtgtgct g 

<210> 1936 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 1936 

tgcacttgcc gcctacttat kccagaccca atgattgggt c 

<210> 1937 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1937 

tatagattaa tgaggctctg rgtccctcaa aaccttccct c 

<210> 1938 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1938 

cccttacctc tccaaaaaac rcttgagata ccctagaggt g 

<210> 1939 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1939 

ctcaggatct tcctggagga yatggttcac tcccatgaga g 
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<210> 1940 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1940 

actaagcaga tttctaccaa ytgcacctcc ccatcccctt g 41 

^ <210> 1941 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1941 

gaacaagccc ctgagaatgc yttccgcacc ccctactccc g 41 

<210> 1942 

<211> 41 

• <212> DNA 

<213> Homo sapiens 

<400> 1942 

acaagcccct gagaatgcct yccgcacccc ctactcccgc c 41 

<210> 1943 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1943 

gcccttccat cgatcaccca yacccagcca tctcactccc c 

<210> 1944 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1944 

tctcactccc caggtgctta yctgcactcc agcctctcca t 

<210> 1945 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1945 

cataggggag agggcaggaa yggagggaag ggagagagcc c 

<210> 1946 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1946 

tagtatttaa cctgcccaaa ygctgtgtga agtgctgacc t 
<210> 1947 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1947 

tcccctccac aagcttagac raacaggatt ctcctgtgac t 

<210> 1948 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1948 

tttggtgaca gggcatcaac ytgtctggtg gtcaacgcca g 

<210> 1949 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
<400> 1949 

caaggatagc acaaatgacc nattgcagac ttcagatgga g 



<210> 1950 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1950 

gaaggtgggt atatccaggg rtggccaagc agccacccct g 

<210> 1951 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1951 

gttctgctag aacctgaact yataaaggtc ttcctgtcct t 

<210> 1952 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1952 

gtgagcgtct gcacatccaa staaagattg ttttctcctc c 

<210> 1953 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 1953 
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cgataagtgg gtgtaatttg yccatcccca cccatgagtt c 

<210> 1954 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1954 

cagctccctg ccctcccctc rctctctctc cctcagccag c 

<210> 1955 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1955 

gacagctgct gagtcaggcc ragccggcag ctgagaaagg c 

<210> 1956 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1956 

cagctgagaa aggcggcagt sgtcagatgg gcttgagaaa c 

<210> 1957 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents aaaa or deletion 
<400> 1957 

cctccaaaaa ataaaaacaa ncagaaatga aggaaataga a 

<210> 1958 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1958 

tggggtaagc ggaagacggg rttgaacgct ttgagtttgg t 

<210> 1959 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1959 

ctcttaggga tcttgtctaa ktaaagaaga gcagagcaaa g 

<210> 1960 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 1960 

cagatcccag cttcctgtaa rcagcctcag atcaggccaa a 

<210> 1961 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1961 

gcgcctcaca ctcctataac rcgcacatgc cctgatgcac a 

<210> 1962 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1962 

atgccctgat gcacacacat yttcaacacg cacttactct a 

<210> 1963 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1963 

agacacgtca ccctcccaca ygtctccacc ctgggggtgt g 
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<210> 1964 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1964 

tcagtcccct cagacacatg mcctctctcc acgcagagac a 

<210> 1965 
<211> 41 . 
<212> DNA 

<213> Homo sapiens 
<400> 1965 

gcggccaagg agagtgatga yggcagccca ggttgatcag a 

<210> 1966 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1966 

gctcctgggg ctccagcctt ygcagccctt gtgtgtgtct g 

<210> 1967 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 1967 

ggcttcgcag tcacctcgtg kccctccagg gccgaggcct c 41 

<210> 1968 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1968 

agggacctgg gggcagacag ygaggccacc cttgtattga g 41 

<210> 1969 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1969 

cccagggaca ggactggcct sttgtggccg tcatcagtgc a 41 

<210> 1970 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
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<400> 1970 

aggacattct ggccacatgc ntcatcctcc tcctccaagc c 

<210> 1971 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1971 

tggcccccac cgcgggtggt rttcccacca tcctgacccg c 

<210> 1972 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1972 

tgttgtttct ccttaaagag mtatttgttt ttccccccaa a 

<210> 1973 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1973 

gctggccttc tggcttgcag wagttgtatt ttaagaatca g 

<210> 1974 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 1974 

tgcagaagtt gtattttaag ratcagagct cttgtgagga g 

<210> 1975 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1975 

ttctgtggaa atcagaggct stctaaaata ttcctaattt t 

<210> 1976 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1976 

tggacgcact caacattttc ragttattac tccttcaact c 

<210> 1977 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1977 

aggatatcat gaaacactga mtcttagtaa aaactatctt t 
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<210> 1978 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1978 

tactgtggaa tttttcttgc macagagata tgtatttttc a 

<210> 1979 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 1979 

cagtggtaga tgtgttttct rttgccatca tctacaaata t 

<210> 1980 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 7 to 9 repeats of t 
<400> 1980 

tgttcaaata ggcttttttt ncagagaatt gaatgctttc t 
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<210> 1981 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 1981 

tcagtcgtat tcctactaaa ncaaaatttt gtaagttatg t 

<210> 1982 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1982 

ctttttattt gctgcttacc rttttactaa ggttggatat a 

<210> 1983 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1983 

cttttaataa atgcaaactg yacacctggt ctataaaaag a 
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<210> 1984 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1984 

cctatagaat ttttcttttc ktttttctca aaaaaattaa a 41 

^ <210> 1985 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1985 

tttctttttt ctcaaaaaaa ytaaatgttt gttatttatt t 41 

<210> 1986 
<211> 41 
• <212> DNA 

<213> Homo sapiens 

<400> 1986 

ttctgtagat gaagcttaag wgctagatct tatttgaaaa a 41 

<210> 1987 
<211> 41 
<212> DNA 

<213> Homo sapiens 

ttttE#2 005-3054255 
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• 



<400> 1987 

tttttaactt attgtttgcc ktttcatttt ttaatagaaa a 41 

<210> 1988 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1988 

cgaatttgct gcttttagag waatctttgc aaataataaa a 41 

<210> 1989 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1989 

atttttcttc ttgtaagtat sagtgataga gctgactgca g 41 

<210> 1990 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1990 

atttgtaaga cttttaaaat ragataattg tgctggtgtc t 41 
<210> 1991 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1991 

tgtgctggtg tctatatctt rctgagaaaa ctagaattta t 

<210> 1992 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1992 

ataagtgctc tcccagtgtt rattggactt agagcatttt c 

<210> 1993 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents taac or deletion 
<400> 1993 

caaaacagaa taatgaaaag ntattatcta aaataataaa a 
<210> 1994 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ctcttt 
<400> 1994 

aacatactct cctcctctct naagtcaaaa tatattagta t 

<210> 1995 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ct 
<400> 1995 

aacatactct cctcctctct naagtcaaaa tatattagta t 

<210> 1996 
<211> 40 
<212> DNA 

<213> Homo sapiens 
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<400> 1996 

aacatactct cctcctctct aagtcaaaat atattagtat 40 

<210> 1997 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1997 

ttctgtgaaa gtgtcccaaa wtgtgccttt aaattgtttt t 41 

<210> 1998 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1998 

agtgtcacat gtattttttc yggtattcct atgtttatca a 41 

<210> 1999 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 1999 

ctcatttcaa acttggctat ytggactctc cccaggcatt g 41 
<210> 2000 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2000 

atcccctagt gatgtacact ragcttgcct ccatctttcc t 41 

<210> 2001 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2001 

ctgatttata tattagctga ytttccaagt tcagacatct a 41 

<210> 2002 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2002 

ttcttttact tcaatgtagc nccaaatcag aaggtgacat t 41 
<210> 2003 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2003 

atcccactgg atttaattac mttgtgtagc ttgtacaacc a 

<210> 2004 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2004 

attttggaag agaaattata kaaccttcca caactgaatt t 

<210> 2005 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2005 

aatcctggtg tttttttttt nctttttcat ttttcagtag g 



<210> 2006 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2006 

aagtaactca aggaaagatg rtttaacttg tgaaatcgta a 

<210> 2007 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2007 

ctcatagttc agaagagttc mgagcccaat tcagaagagt t 

<210> 2008 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g or deletion 
<400> 2008 

tgaacctata aaattctaat nccatctttg gatgaggtgc a 
<210> 2009 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2009 

ccagggacaa aagaagatga ygtaaactta aggattggga c 

<210> 2010 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2010 

agcaagccag gaagaaagtc sattaagttg tatttagaaa t 

<210> 2011 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents aattagaa or deletion 
<400> 2011 

atagccatga aggataagaa ntgccatttg ttatgtttca g 



<210> 2012 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents tttaaaa or ttttaa 
<400> 2012 

aactctttct cttcatctgc ngcaagcctt gaaggagagt g 

<210> 2013 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2013 

gcatgcaaaa taatgaagaa racaatcttg tctgacattg a 

<210> 2014 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2014 

aaatatttca gaatttgggg rtgtagagca tttgccgtca t 



<210> 2015 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2015 

cttgtaagtc tttttttttt naaagtaatg aaaatttcta a 41 

<210> 2016 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2016 

agacaacact gcttttttgt rtgttcacaa ttcaacgaca g 41 

<210> 2017 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2017 

aactggctga aaggaaaaaa wtcatattgc tgtaaatatt t 41 
<210> 2018 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2018 

tgcttttgct ttccacttca rtatccagaa aactctctca t 

<210> 2019 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2019 

aacatggaac tatagtaaat rtagtttttt tggggttcag a 

<210> 2020 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2020 

aatttacact tttttttttt ngcaggagaa tattttgcaa a 
<210> 2021 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2021 

aatggagctc atgcatgtgt kttcaaatat atacatgcaa a 

<210> 2022 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2022 

tatttcctta gccagcggta ycacagtgtg tttagtgaat t 

<210> 2023 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2023 

tcacattgcc ttgacatcac mcctactgct cctccaccct a 

<210> 2024 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 
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<221> modified base 
<222> 21 

<223> n represents g or deletion 
<400> 2024 

agtcctgcaa gggtgacacc nttatgccac aagcagttgg g 41 

<210> 2025 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2025 

tgagtccttc tgaagtcaaa natgcggggc actttttgaa a 41 

<210> 2026 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2026 

tctgaagtca aatatgcggg kcactttttg aaatccttgt t 41 
<210> 2027 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2027 

aagggaatcc ctgagctgag matgaccagc ccagtggttt c 

<210> 2028 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2028 

cctccctgaa gtcctcagca mtcttagctg gttcctcgcc c 

<210> 2029 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2029 

tgcttccaag gaagttcatc kcagtattat ttgtaattag c 

<210> 2030 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 
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<221> modified base 
<222> 21 

<223> n represents aaa or deletion 
<400> 2030 

tgtaattagc aacaacaaca ngaaaagaag ctaaatattg a 

<210> 2031 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2031 

ttatttgtcc attaaagaaa nctcaagcgc ttagcctggc a 

<210> 2032 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2032 

gagaatatgg gacacccctt kttcatcctc tcatccagca t 
<210> 2033 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2033 

tccttcttgc atttattttt rgctggatgt ttttatgcct c 

<210> 2034 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2034 

aaccagctca atgggttagg raggacattg atcgtcatcc c 

<210> 2035 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2035 

gagtcaaggc agtcccctga ygggctgatc ctttgctctg g 

<210> 2036 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2036 
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atggaaggtg tgtccattca mcctggccaa gctgggaaga a 

<210> 2037 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2037 

cagtatttta gatggtaaag yattatgatg taatatattg t 

<210> 2038 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2038 

ttggcatgtc agggctgcaa ractcatgta gaaatcactc c 

<210> 2039 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2039 

cgctgagtgc atgaatagtc yaggcttgag ggtgatggga g 

<210> 2040 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2040 

taaggcatcc aagccccttc rtaattggac actacctacc c 

<210> 2041 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2041 

tctgtcatga cacttagcag kcagcccagc aggtgaaggt t 

<210> 2042 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c 
<400> 2042 

tgtggtcctg aaggtcctgc ntgacatctc tgctccccac c 

<210> 2043 
<211> 40 
<212> DNA 
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<213> Homo sapiens 
<400> 2043 

tgtggtcctg aaggtcctgc tgacatctct gctccccacc 

<210> 2044 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2044 

gaggtgggca gagggtcagc ycactactgg attcctcagt c 

<210> 2045 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2045 

ggagtagatc tagcctggaa kagcgagtga gtcactgacc c 

<210> 2046 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2046 

gtagatctag cctggaatag ygagtgagtc actgacccca c 
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<210> 2047 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2047 

ctcctgagca tgaactctcc wcccctccac tctgctgtca g 41 

<210> 2048 
^ <211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2048 

acttcttcat ttcagctgtc stcttgccca gggacagttt c 41 

<210> 2049 
<211> 41 
<212> DNA 
W <213> Homo sapiens 

<400> 2049 

cctccaaaat caacaatcca rttatcgcct gtctgctagt t 41 

<210> 2050 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2050 

aggaactatc caaagagaaa yacattcata tacttcgcag g 

<210> 2051 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2051 

gtcgtgtaaa ctgaaaatct saggagttga tggcttcagg c 

<210> 2052 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2052 

atatagatat acgaattcac rgagtgatgc gggaagaacc t 

<210> 2053 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2053 

cgtgtttgtt tctgaggccc mgagaggggt agtgactcac c 

<210> 2054 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2054 

cctgatggca acacatgagt ygggctctct ctaatctgtg a 

<210> 2055 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2055 

aaaaattatt catcaaaggt raaacctaaa attaagacat g 

<210> 2056 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2056 

ccatggcgca tggccatgcc rgtctatggt actggtctca c 

<210> 2057 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2057 

cgcatggcca tgccggtcta yggtactggt ctcaccctca g 



#JPI 2001-256862 



<210> 2058 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2058 

gtgggctgga gaagctgcat ygctcacccg gggctggtgg t 

<210> 2059 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2059 

gagaagctgc atcgctcacc mggggctggt ggtcactttt t 

<210> 2060 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2060 

ctagcaggtg ccctgacaca sctttgcaca ggaaggggca g 

<210> 2061 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2061 

gccctatgct ctgcgtctga rctatatata gagttcccat c 

<210> 2062 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2062 

ttctcatttg ggatgctaag rttaaaaatt agcataacac t 

<210> 2063 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2063 

catttgggat gctaagatta maaattagca taacacttcc a 

<210> 2064 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2064 

cattcacaaa agctctttct yctatggttg gctctgagtt t 
<210> 2065 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2065 

caaatatttg gctctaattc ygcttccacc tcagacagct a 

<210> 2066 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2066 

gcgcctctgg gcatctcact rtgcatgctt aggcgccttg c 

<210> 2067 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2067 

gtgcatgctt aggcgccttg sggctctgtt gtttttcaga a 

<210> 2068 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2068 
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aacggtgatg aaagaggcga ygtgagaagg aaggtggctt t 41 

<210> 2069 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2069 

ttgcatggca cttactgacc rttgcacagg cctgcaacac c 41 

<210> 2070 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2070 

atttctggat tctgttagta ygtagaaagc tctaaagcat g 41 

<210> 2071 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2071 

aaatctgctg ctgggagaga sagcaaagca tgcagatcaa c 41 

<210> 2072 
<211> 41 
<212> DNA 
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<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2072 

acagtgggct gatgcataga ncctgtagca atccaccagc a 41 

<210> 2073 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2073 

tgtcactgag gtagttcgca racattttac taagtcttca g 41 

<210> 2074 
# <211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2074 
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aatgctaaaa aaaaaaaaaa ntcactgtgg tactttgggg a 

<210> 2075 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2075 

tgccatcata agcagaaact tctctctctt cttggaagct 

<210> 2076 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2076 

gtctagagtc tttcaaagag wacacattct gagatttgag g 

<210> 2077 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2077 

agcaccaccc cattgcaggg tggaatgaca gtaatgggcc 

<210> 2078 
<211> 41 
<212> DNA 



mm 2001-256862 



<213> Homo sapiens 
<400> 2078 

tgcccttccc aggaagatgt rtttctctgt cctcagccac a 

<210> 2079 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2079 

ctgtcctcag ccacatgaaa rtcttttgcc taccgtgcct g 

<210> 2080 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2080 

agctcacgat caagtcacag yttaactgga cacattattt t 

<210> 2081 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2081 

gcttaacaac cagcataaaa ragagcagca tgggacacgc t 
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<210> 2082 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2082 

caggactgta gctgctggcc yaaaatgagc ccattcctgt g 

<210> 2083 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2083 

ccctctcaat ctggcctttc sctggcatgg gtgggcgact c 

<210> 2084 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2084 

gctcccaggg agatggagcc rctcgggctg agggccttgg c 

<210> 2085 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2085 

ttctgtctgg cacgcctccc ratggctccc cacctgctac c 

<210> 2086 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2086 

ctccctgggg tatgcctgta sgcagttaag cgtcaaggac a 

<210> 2087 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 2087 

atgccgctct ggggagggga gctgagcatg attttggaag 

<210> 2088 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2088 

ctgagcatga ttttggaagc yggcagaaga ggctattgtg a 

<210> 2089 
<211> 41 



2jfM 2001-256862 



<212> DNA 

<213> Homo sapiens 
<400> 2089 

tgcagcaacc gcccccgccc yccgccaaaa acaaacacac t 

<210> 2090 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2090 

tttacccctg gaacaggcag rccaagctgg ctggtcccct c 

<210> 2091 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2091 

aacaggcagg ccaagctggc yggtcccctc cctgatacac a 

<210> 2092 
<211> 41 
<212> DNA . 
<213> Homo sapiens 

<400> 2092 

gtgtgtggct ggtttcttag saagcaccat ggttccaagt t 
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<210> 2093 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2093 

gggagatgaa cgtaagtgga rggcaggcct acaaggttgc a 

<210> 2094 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2094 

ccactggatc tgcttttgga rtcaagagtc cttaagctcc a 

<210> 2095 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2095 

gatttttgtt ggctttgcaa wggatcacag tcatttattc a 

<210> 2096 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 2096 

tctgagcctc tttccttaac ygcagagtga gtggctacag a 41 

<210> 2097 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2097 

cttaactgca gagtgagtgg ytacagagaa atctttacta c 41 

<210> 2098 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2098 

tcaagcagca gcagcaactg gtggagtctt cttgaactaa 40 

<210> 2099 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2099 

aacactccta tgcccctctc rgcacaaaat gacgtgtccc c 41 
<210> 2100 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2100 

ccctctcggc acaaaatgac rtgtcccccc ttgcttcccc t 

<210> 2101 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2101 

cacccagcac agggactggc wcacatgaga tgctcctgct t 

<210> 2102 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2102 

tgttgagatc cctaccatgc rggggaggaa gttgcacacc c 

<210> 2103 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2103 



mm 2001-256862 
agcatggagc actgagtgtt yttgtggctt tgctgagccc c 
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<210> 2104 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2104 

tgcttgggtg gagtgaatca ytgtaggaga aaaactcagt t 

<210> 2105 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2105 

tgaagtcagg tttacaaagt saagtttact tcttgggaga a 

<210> 2106 
• <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2106 

tgaaaaccaa tgacccctct yccaagaaaa atggccacat a 

<210> 2107 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2107 

ccttggggga gctcagtatg rttcttccag gagaagcctg c 

<210> 2108 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2108 

gaaagttggg tttcatgttt ygcactcaca ttatgagtga a 

<210> 2109 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2109 

ctagacattc tcacagagcc ragggcagca aggcggggct c 

<210> 2110 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2110 

ttcacctctc tccatggacc rgtctcccct gctcctcaat g 



2001-256862 



<210> 2111 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2111 

caaattcctg ggaacaaatc rggttgaccc agctttattc t 

<210> 2112 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2112 

acaaatcggg ttgacccagc kttattctcc ctgtcccatc a 

<210> 2113 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2113 

ggctgtcaga gcctacctgc ktgaatgggt ggaagggcag g 

<210> 2114 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2114 

ctgcgtgaat gggtggaagg rcaggtctca gagaattggg t 41 

<210> 2115 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2115 

agacacacag agcatgggac ygagaggcga gcagaccctg c 41 

<210> 2116 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2116 

gagcagaccc tgccaaaact rggagactga atagatcgct c 41 

<210> 2117 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2117 

cgtgcttctg cacagccacc ygggaaggta tgccgatggt t 41 

<210> 2118 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2118 

attctcagca gggaggatta rtggtaaaag cccaggaatg g 

<210> 2119 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2119 

cccccagagc cacagcagcc stgtctcctg ggtggtcttg t 

<210> 2120 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2120 

agtataataa aagcaggagc yatagccccc aactctcaag a 

<210> 2121 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2121 

aggggagtga cagtgggcac actctcaggg aacccattac 
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<210> 2122 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2122 

gcaccactct cagggaaccc rttactgtga gagaagccac t 

<210> 2123 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2123 

agagaagcca ctgtgccact stgtggtcga acttcaagac c 

<210> 2124 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2124 

ggctgtccag cacacagggg aggcctcttg gccactgggg 

<210> 2125 
<211> 41 
<212> DNA 

<213> Homo sapiens 



mm 2001-256862 

<400> 2125 

aatcacttgc cccaaggtca ycttaactgt taggtgttct t 

<210> 2126 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2126 

acctctaggg gctcccagag rccccaagaa cagaaccttc c 

<210> 2127 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2127 

cacccttgca gacctcagac rggtcctggg ggcttgcttt c 

<210> 2128 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2128 

ccagaggaga aagctctgcc rtagtcggcc tcagttaacc a 



<210> 2129 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2129 

aggagaaagc tctgccgtag ycggcctcag ttaaccacgg a 41 

<210> 2130 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2130 

gcaggcatta aaatgggact ktgcctttat tgctcctggg c 41 

<210> 2131 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2131 

ttaaatgcca aatgagttct sattaacaaa gaaagaggga a 41 

<210> 2132 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2132 
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ggaaaatctc agtaaaccac ygtgacggca tctacccact t 

<210> 2133 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2133 

ctttcgggtg gatattgcta ygtcaagtgt ctgggaaagc c 

<210> 2134 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2134 

ccactaatat gcattcttta staagcggtc tcaatataca c 

<210> 2135 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2135 

aaaaagcatt ttgctcttat raaagcacag cctcttttga g 

<210> 2136 
<211> 41 
<212> DNA 



#11 2001-256862 

<213> Homo sapiens 
<400> 2136 

cccagacaac ccaagcagag rcctcttagg gccggaatca t 

<210> 2137 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2137 

agcacaggat caaggcctaa rggcccctta gactgacctc a 

<210> 2138 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2138 

ttgccatttt gatctgtgac ytttttttcc agaaatagtt t 

<210> 2139 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2139 

atggagggct ccctcgggac yaggcagtat tcagagatgt a 
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<210> 2140 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2140 

aaacagcaat tagaatcact ytgaaatagt gatagtattt a 

<210> 2141 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2141 

aggagggggg gagttttcaa rcatatagga gatcagactg t 

<210> 2142 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2142 

tatacctaca aacatatata yatttaaaaa attgttttac t 

<210> 2143 
<211> 41 
<212> DNA 

<213> Homo sapiens 



#11 2001-256862 

<400> 2143 

gatgtgggaa agttagagaa sagcccattg tactaatgct c 

<210> 2144 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2144 

aggcttcttg actgtctaga yagcaagtct aatcatttgt g 

<210> 2145 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2145 

gtaaacacgg ctgtgggatg yttttacaaa cacaatatcg t 

<210> 2146 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2146 

tgatgagctt gttattggtg rggtacagcc tattaattta g 

<210> 2147 
<211> 41 



#11 2001-256862 



<212> DNA 

<213> Homo sapiens 
<400> 2147 

tcgtgtctct gtcttgatct ytgtctggtt ttaggccaac t 

<210> 2148 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2148 

aacttttgaa gaactggaac rcgttaggaa gttggtcaaa g 

<210> 2149 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2149 

acttttgaag aactggaacg ygttaggaag ttggtcaaag c 

<210> 2150 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2150 

ggcctggcac agatgaaata ytattcagag ttcacagtgt a 



#11 2001-256862 



<210> 2151 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2151 

cagtgtattt tcatttcata rtatatttga ttttcaggtc t 

<210> 2152 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2152 

atcatgtaat gtactttaga stcagatata taaatatttg t 

<210> 2153 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2153 

gacttcccaa cttaccttag yggagctgta gtcacataga a 

<210> 2154 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2154 

acgctcataa atgcttctct rggctgtaaa ggttgaattt t 

<210> 2155 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2155 

gttagacgca ggcattacct ygtggctttg ccccagtgtg a 

<210> 2156 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2156 

gggatgtttg cccacatcca ytggcatttc tcaaaaggaa c 

<210> 2157 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2157 

cagctgcctg cgctggagag rgctcaaacc tcttccgcca g 



<210> 2158 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2158 

agcaaagatg ccctttgact ycttttccca ctagtggtgc t 41 

<210> 2159 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2159 

gaatgaggtc acttgctgca wggcaggtgg cttccccatg a 41 

<210> 2160 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2160 

cccaaataat tttgtttttc rttttaggaa ttaaatttca g 41 

<210> 2161 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2161 
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aagaaacaaa catttattga saacttttgg tgtgtgacct g 

<210> 2162 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2162 

tggtatttct taaagaaata ycaattccat ttccttttaa c 

<210> 2163 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2163 

aagatcatta ttaatatctc rtcagcgtgg tgtcacttaa g 

<210> 2164 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2164 

tgagaacatt acatgggacc ygcccccagg gcatggaggc t 

<210> 2165 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2165 

tcaccctgtg gtcgggaggt rtgagtgagc tatccaagcc c 

<210> 2166 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2166 

ttgggtttca gtgtcagcat rtagctgtct actcagatcc c 

<210> 2167 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2167 

aagggcacca aagttctaag rgatgagggg aggagctgag c 

<210> 2168 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2168 

ggagctgagc cccttgtcct yatctaggtt tcccttgttc t 



&m 2001-256862 



<210> 2169 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2169 

ttcccatccc tcagtctgct ycttttccca gtaccaacat g 

<210> 2170 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2170 

tcacctgtgt gggtagcaaa yctcagaaaa tcaagtatag a 

<210> 2171 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2171 

gagtccttta aaacacaaat sttaatgttt gaaatcaact c 

<210> 2172 
<211> 41 
<212> DNA 

<213> Homo sapiens 



#M 2001-256862 

<400> 2172 

tgctgggccc tgtgtgatca kgaatggctg atcatggatg a 

<210> 2173 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2173 

gggactcccc tagagctgaa rtactctccc atctgtttgt t 

<210> 2174 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2174 

ggaagatgaa gaacctaagc ygcttccaga aattcatgag g 

<210> 2175 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2175 

gtctacccct taggaccatt rtaagagtac attgaggtaa t 

<210> 2176 
<211> 40 



#JM 2001-256862 

<212> DNA 

<213> Homo sapiens 
<400> 2176 

actgctcacc caggaggcaa gcctcgagtc atgcaccgaa 

<210> 2177 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2177 

acagattatt ccattgtatg atgaactatg taagccatcc 

<210> 2178 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2178 

ctggctgccg ctggggtttc ytatgtccat ccacggggag g 

<210> 2179 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2179 

ctgagttagg tctagatggg racactttgg atgaatgagg a 
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<210> 2180 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2180 

tatcaaatac aactcagacg kcagtctcct ggcccctttg a 

<210> 2181 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2181 

cctgctttcc aaacccttat yttgattctt ggtaacatga a 

<210> 2182 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2182 

tttaaagaac agtgagtcac rtgacttgct ctttgaaatg c 

<210> 2183 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2183 

gacatgccat cagaccactg ygagtgttca ggcagcctac c 

<210> 2184 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2184 

ctccttccac acttgtgtgc rgggacattc actacctcct a 

<210> 2185 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2185 

gctgtcaata aggaccaaaa yagactaatt tcaaattcct c 

<210> 2186 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2186 

agctgctagg aataaaaagg ragacaaaac gatccacaag c 



<210> 2187 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2187 

aataaaaagg gagacaaaac ratccacaag ctagagatgg t 

<210> 2188 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2188 

aatcacagct catctgctgc rtcataggga tcccaaaaga a 

<210> 2189 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2189 

aatgtaacag ccaaagtcct rgaaaaaggc aagccagttc c 

<210> 2190 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2190 
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ctaactgtga attatcatct ktgatcactg ccctttgaga t 

<210> 2191 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2191 

gagttctcag cagcaaatct cagtatgaaa ttttggattt 

<210> 2192 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2192 

tccagaggtt tagaacctca ycaagtggga ctctaggagc c 

<210> 2193 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2193 

aggatttttg acttgcttaa ytaccatgaa tgagaaactc t 

<210> 2194 
<211> 40 
<212> DNA 
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<213> Homo sapiens 
<400> 2194 

tgtttagtca ggcacatatg acatccgact ttcaaataag 

<210> 2195 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2195 

tctccccaac atttatgtgg aagtaagttt acatttggtt 

<210> 2196 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2196 

ttgaggcctc cacaccccac rgcaggttgc cccctgagga a 

<210> 2197 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2197 

cttggcaggg aggtagggca yggggtgggg taggaggact a 
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<210> 2198 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2198 

ctgggggcag ccattcccca rcccctcacc cagctctgac t 41 

<210> 2199 
^ <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2199 

taaatttgaa tgagtaattc rtccatctcg gcctcagttt c 41 

<210> 2200 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<400> 2200 

aaaaccccat gaagtggtca rggcaggcat cattatctcc a 41 

<210> 2201 
<211> 41 
<212> DNA 

<213> Homo sapiens 

mfJE# 2005-3054255 



<400> 2201 
aaaaccccat 



mm 2001-256862 
gaagtggtca rggcaggcat cattatctcc a 
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41 



<210> 2202 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2202 

0 tagtagagta tgtgttggtc ragcagagcc aggggcaagc a 41 

<210> 2203 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2203 

tccttgggca agttaatctt ratgaagaga ctgggtgttc t 41 

• <210> 2204 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2204 

cagagtcaga ctctggaaag kcggggggat aagaacacag c 41 

<210> 2205 
<211> 40 
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<212> DNA 

<213> Homo sapiens 
<400> 2205 

agagtcagac tctggaaagg ggggggataa gaacacagcc 

<210> 2206 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2206 

ccaacatttg ctaagcaccc rccttcaaaa acctggtatt t 

<210> 2207 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2207 

gtattttcat gtaaattatc gatacacagc tgctatggaa 

<210> 2208 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2208 

tattttcatg taaattatcc ratacacagc tgctatggaa a 
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<210> 2209 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2209 

ccagctgaac accacgtgcc rggtgtgtgc tgatataaac a 41 

<210> 2210 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2210 

tgcctggcta gacaaagggg agctcccgcc cactagaaac 40 

<210> 2211 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2211 

ctagacaaag gggaagctcc ygcccactag aaacttgcag g 41 

<210> 2212 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2212 

gaggggacct tgttgggctg raggtgtcct gccagctgga g 41 

<210> 2213 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2213 

gacactgtac agccagccca tcctgacccc ttttcttcat 40 

<210> 2214 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2214 

ggaaataaaa ctgacatctt raggctacat gaactaacca a 41 

<210> 2215 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2215 

atttggttcc cagttttatg kagggtcatc atccctgtgt t 41 
<210> 2216 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2216 

tctgcagagc atgggtcagc ytcgagatgt ctcagtactc a 

<210> 2217 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2217 

cctcttcccc tccttgctct accctgtctc agttctcagt 

<210> 2218 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2218 

gttctcagtc cggtttcttc rtatcttgca gatttatcca g 

<210> 2219 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2219 



mU 2001-256862 

cgtatcttgc agatttatcc rggcacctcc agcccagcag t 

<210> 2220 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2220 

tttgtagcct attcctataa raatgcacca ttgcttccca t 

<210> 2221 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2221 

taaaaatgca ccattgcttc scattacctc cctccacaca t 

<210> 2222 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2222 

acctccctcc acacattttt rcaaaacgtt tcagggagtt t 

<210> 2223 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2223 

ctccacacat ttttacaaaa ygtttcaggg agtttactga g 

<210> 2224 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2224 

ttaaacagac tggtccccta ygggcaggac agagaggatg a 

<210> 2225 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2225 

gagaggatga gctctcactc rtctgcctct ttcctggctg c 

<210> 2226 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2226 

gttaggtgct gctgacatct rtccagcatc tgcttgactg g 
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<210> 2227 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2227 

ggcaggacga gtcctgagca ygcttcactg gctcagacag g 

<210> 2228 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2228 

actgagctgg acgctagaaa kaaactatag gcttaagaca c 

<210> 2229 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2229 

tagagaagtt tacttccatc rggacacatg catcttttct a 

<210> 2230 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2230 

ttgaaggata ctcagtaatt rctttttttc ttgcagtatt t 

<210> 2231 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2231 

gtgtttggtt cacacagctc yggagaaaaa caagtcacgg c 

<210> 2232 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2232 

ctccggagaa aaacaagtca yggcacagcc ttgacttggg a 

<210> 2233 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2233 

cccaagtctc tggatggggc rtctgatcag gatgcatgca g 

<210> 2234 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2234 

atgcatgcag agcctggctg rgatgaggga gggctgctac c 

<210> 2235 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2235 

accacttatc tcaacagatc sgggacctgt ggcctattta c 

<210> 2236 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2236 

aagtcactaa gctggttggt rggaggaaca gcacataacc c 

<210> 2237 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2237 

tgggaggaac agcacataac ycaccttatc tatgctgagg t 
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<210> 2238 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2238 

ggacactgca tagatatcta yagaaatagc agcatgtcag g 

<210> 2239 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 2239 

acactctctg gtggaccatc ctcatccaag agagggtaac 

<210> 2240 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2240 

tctcgctctt ctcttacctc yaggtgtttg taaattttgc t 

<210> 2241 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2241 

agagagcccc acccacacca yggtccctac caagtcccca c 

<210> 2242 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2242 

gcagttaatt ccaaactttt tcccttattg gatgagatca 

<210> 2243 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 14 to 16 repeats of tea 
<400> 2243 

gtaaatctca gttgaatcag natttttcag tctggttcct g 

<210> 2244 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents 8 to 10 repeats of a 
<400> 2244 

gaggggcggg gactataggc ncagcctaat tcaaggatga g 

<210> 2245 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents cacagtcat or deletion 
<400> 2245 

ttgttggctt tgcaatggat nttattcact cattcattca c 

<210> 2246 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
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<222> 21 

<223> n represents tt or deletion 
<400> 2246 

cctgtccatc agactcttct nacctctccc cgaggagccc a 

<210> 2247 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 10 to 12 repeats of a 
<400> 2247 

cctgggtgac agagcgagat ntagcatgag atattattac t 

<210> 2248 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
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<400> 2248 

cacaaagcat ctgacacccc natccagccc tggctaactt t 

<210> 2249 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 16 to 18 repeats of a 
<400> 2249 

cactaaaaac aaaaatttac ncctgaaaga aattgcaggc a 

<210> 2250 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g 
<400> 2250 

ttcatgacag atcagatgtt ncttttatgg atttacaaag a 
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<210> 2251 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2251 

ttcatgacag atcagatgtt cttttatgga tttacaaaga 

<210> 2252 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
<400> 2252 

tttccttctt caaacccccc nagactagga gaaggtctgt c 

<210> 2253 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 
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<400> 2253 

gggacggaca gaaaaagacc nagtttctgt tgagccaaag a 

<210> 2254 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2254 

tattttttca attaaataaa ngagtttttt gtttctaaaa g 

<210> 2255 
• <211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents tg 
<400> 2255 



iiiIiE#2 005-3054255 
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<210> 2256 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2256 

gggccgagta tgcacactga tgtgggaaag ttagagaaga 40 

<210> 2257 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 10 to 13 repeats of t 
<400> 2257 

atcttcccca cctttcacta nggtcttcta tggggtaaag g 41 

<210> 2258 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

ffifiE# 2005-3054255 



#11 2001-256862 



<221> modified base 
<222> 21 

<223> n represents 11 to 13 repeats of gt 
<400> 2258 

gtaccctgga cctcccagaa ngagagagat gtgccttcct g 

<210> 2259 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2259 

ataggggcag aaaagacaca nccaaaagtt ctctctcact t 

<210> 2260 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 

<222> 21 

<223> n represents g or deletion 
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<400> 2260 

catgatcaga gtaagggggg nttggaggat ggggagggga g 

<210> 2261 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g or deletion 
<400> 2261 

ggagaggaaa tgatgttagt ncctcctgta aataggccca g 

<210> 2262 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 11 repeats of t 
<400> 2262 

tgctcttttg tgggtaatgg ncctcttcca ggagaagaaa a 
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<210> 2263 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 
^ <223> n represents g 

<400> 2263 

cggggtggag ggttgggagg nctcatttgt cattatagat g 41 

<210> 2264 
<211> 40 
<212> DNA 

<213> Homo sapiens 

• <400> 2264 

cggggtggag ggttgggagg ctcatttgtc attatagatg 40 

<210> 2265 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 

tbHE#2 005-3054255 
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<222> 21 

<223> n represents tt or deletion 
<400> 2265 

tgctgccctc atcttctctc naaactagtt ctgtatttct c 

<210> 2266 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 7 to 9 repeats of a 
<400> 2266 

tataacctga cttttttttc nggattgctt ttttaaacat a 

<210> 2267 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 11 repeats of t 
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<400> 2267 

gctgaattag ttcccttggg nagttaactc ctgatttttg c 

<210> 2268 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 10 repeats of a 
<400> 2268 

gataatcaat gctgtaaggg ntggcattag agatccagac c 

<210> 2269 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gt or deletion 
<400> 2269 

taaaaccgtc ttgtttgttt nttacatggt ttttagggcc c 
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<210> 2270 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2270 

taagcagcta tcacttaaca ntacaaaacc agagattatc a 

<210> 2271 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t 
<400> 2271 

ccttgaccaa agcctggggg ncagccattc cccaacccct c 

<210> 2272 
<211> 40 
<212> DNA 
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<213> Homo sapiens 
<400> 2272 

ccttgaccaa agcctggggg cagccattcc ccaacccctc 

<210> 2273 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2273 

ataaaaagag ggggaaaaaa ngaaggcagt cgctgcaggg c 

<210> 2274 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ct or deletion 



<400> 2274 
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<210> 2275 
<211> 39 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
0 <222> 21 

<223> n represents g or deletion 

<400> 2275 

actctggaaa ggcgggggna taagaacaca gccccagca 39 

<210> 2276 
<211> 41 
<212> DNA 

<213> Homo sapiens 

# 

<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2276 

gggccccacc tgctgaagag ngggggggtg gggtttgccc c 41 
<210> 2277 

mtiE# 2005-3054255 



#11 2001-256862 



^- v ! 744/ 



41 
DNA 

Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 

^ <400> 2277 

ttttctccaa taatacaagt ngaggatcgg gttaaaatag g 41 

<210> 2278 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
• <222> 21 

<223> n represents a or deletion 

<400> 2278 

tgtagcctat tcctataaaa ntgcaccatt gcttcccatt a 41 

<210> 2279 

<211> 41 

<212> DNA 

<213> Homo sapiens 

BiSE# 2005-3054255 



<211> 
<212> 
<213> 
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<220> 

<221> modified base 
<222> 21 

<223> n represents c or deletion 
<400> 2279 

tttaattggc ccagccatgc ntttggtggc ttttgtcatt g 

<210> 2280 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents aaag or deletion 
<400> 2280 

catcctgctg aaggagaaag ncaccaatgg cccaagccct a 

<210> 2281 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2281 

agaatgttgg ccccctcccc ytcctgcatc ctctgcagaa g 
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<210> 2282 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2282 

aatgttggcc ccctccccct yctgcatcct ctgcagaagc c 

<210> 2283 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2283 

ggccagtgag tgacgggcag rtcgcccaaa tagcagcgtg c 

<210> 2284 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2284 

agagctgggg tcgtgcctcc rgctgggcaa ctgcctgtct c 

<210> 2285 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2285 

ctctgtcccg tcccctgccc rgtctcacca tggccttctg g 

<210> 2286 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2286 

ccccgggcca aggacctccc rttccaggca tccaggctgt c 

<210> 2287 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2287 

cagcttgttg gaggccgctg rggacctggc ccaggaggta c 

<210> 2288 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2288 

gccggagggt cacggaaact rtttgaagaa gtaggagtta g 
<210> 2289 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2289 

tgcggaggat cagaggcaca ygcaggagca aggcagaggg g 

<210> 2290 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2290 

accggacctt cgaggagctc rccctgctga gggatgtccg g 

<210> 2291 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2291 

tttttttttt tttttttttt wtaagagatg gagtctcact c 

<210> 2292 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2292 
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gttgcccagg ctggactgca rtggcgagat cttggctcac t 

<210> 2293 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2293 

cccaggctgg actgcagtgg ygagatcttg gctcactgca a 

<210> 2294 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2294 

gagatcttgg ctcactgcaa yctccgcctc ctggattcaa g 

<210> 2295 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2295 

cgcacacgct gatgtggggc rcctggtggg cacgctgggc c 

<210> 2296 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2296 

gagtgacgga ggtgagggcc ygtccacctg cggggtctgt t 

<210> 2297 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2297 

cctgggcccc ggccacgtgc rcatcaaaat ccgcatggac a 

<210> 2298 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2298 

caggctgcga actttgcacc kttacaccac tccacgtgac c 

<210> 2299 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2299 

cccttcctgc tcagcgccgc rctgctggtt ctggtgctca a 
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<210> 2300 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2300 

ggtgcgctgg agggtgacag rcaggggcgg ccccacgtgg g 

<210> 2301 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2301 

ggggcggccc cacgtgggtg gcgcccccag gccaatccag 

<210> 2302 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2302 

cgttgcctct cacagctggg rgacatcctc ccctacagcc a 

<210> 2303 
<211> 40 
<212> DNA 

<213> Homo sapiens 
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<400> 2303 

cgagggcgcg cagtggcaca cgtgggcacc cggcctacgg 40 

<210> 2304 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2304 

ggcggggctc cgggccgggt sgcacctgct ttgcgggagg c 41 

<210> 2305 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2305 

ctggacccaa agggtgaggc ctacgaggct taatagctgg 40 

<210> 2306 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2306 

tcccgcagct tttataggcc ycggcccagc aggtcccgga t 41 

<210> 2307 
<211> 41 



miiE#2 005-3054255 



#11 2001-256862 

<212> DNA 

<213> Homo sapiens 
<400> 2307 

caccccatct ctgcagtgct rgtagaagag gcaccgcccg g 

<210> 2308 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2308 

cccggcctga gtcctggcgt tccgttcgca gcctggagaa 

<210> 2309 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2309 

cgagacagta agagttgggg rtagacagag gttcccctgg a 

<210> 2310 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2310 

ctgctgggag accgtgtggc ygtggtggca ggtggccgct t 
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<210> 2311 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2311 

gggtggggcg tgagccgggg ytccctgaag cacccctttg t 

<210> 2312 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2312 

gggatctccg acaccagcct sgaggaggtg tgaggcctgg g 

<210> 2313 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2313 

ggagctctgg tggctcagat rtcccttggg aaggcctggg g 

<210> 2314 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2314 

gctggcctag acgtaaccct rcggctcaag atgccgccac a 41 

<210> 2315 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2315 

cccagcctgc cagtgtagcc rgcccggtgc ccggcgcctg c 41 

<210> 2316 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2316 

ccccctggga gctctcccgg ccccccggcc ctcagctccc 40 

<210> 2317 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2317 

ctgcctgcat ggccccacag rtacggaggc ttctcgctgg g 41 
<210> 2318 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2318 

caaggagcag ctgtctgagg stgcactgtg agtccctcca c 

<210> 2319 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2319 

ccactgcttg ccactgccct rtctggcccc ttgtaggcag g 

<210> 2320 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2320 

cagtactttg ggaggccgag rcaggaggac tgcttgtggc c 

<210> 2321 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2321 
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ggtgagccgg atcttgaaac rggtcttcct tatcttcccc c 

<210> 2322 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2322 

ggcccactca cctttctgaa rgacctgcac tctcccaggt a 

<210> 2323 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2323 

ctctacctcc cacacgcgga scaggccctg agacacccct g 

<210> 2324 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2324 

ctgagccccc ggcgccccca yccccagcgt ggcccgggaa c 

<210> 2325 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2325 

gtggcccggg aacccagtgc ygcgcacctc agcatgggat a 

<210> 2326 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2326 

ctccttgact ctgccttctg yggccctgcc cacttgctcc t 

<210> 2327 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2327 

tggccgttcc cagtttgcag ycgtttcact gcctcttcca t 

<210> 2328 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2328 

cacactatgg ccctgcccca yacccatccc agctccaccc a 
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<210> 2329 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2329 

actatggccc tgccccacac ycatcccagc tccacccaca c 

<210> 2330 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2330 

tggccctgcc ccacacccat sccagctcca cccacaccat g 

<210> 2331 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2331 

ccctgcccca cacccatccc rgctccaccc acaccatggc c 

<210> 2332 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2332 

actcatgctg gctccaccca yaccatggcc ccgccccata c 41 

<210> 2333 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2333 

tgccctgccc catgcccatt rtgcccctgc tccacactca a 41 

<210> 2334 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2334 

gaagcgctct gctcgcgcct rgccatcatg gtgaatgggc g 41 

<210> 2335 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2335 

ggcgcaggac caggaggcgt sagccggggg ctctgggtgg a 41 

<210> 2336 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2336 

ctgggtggat ttagaagaca yaatcaggtg tgcgttggag t 41 

<210> 2337 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2337 

agttagggga gggcctggtt rgtgggcggg gccataggaa a 41 

<210> 2338 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2338 

ggcggggcca taggaaagtg sggcgggggt atttattgtg t 41 

<210> 2339 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2339 

tggcggccga gttccctggg kcggagctgc gcgaggcaca t 41 
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<210> 2340 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2340 

ctgcgcgagg cacatggagg ycgcctgcgc ttccagctgc c 41 

^ <210> 2341 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2341 

acggcgccgg ggtcgggctg sgggaggcag gctgggggcc a 41 

<210> 2342 
<211> 41 
• <212> DNA 

<213> Homo sapiens 

<400> 2342 

aaggctggag agaagccgtg stggtgaaac cgtgtgcatg t 41 

<210> 2343 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2343 

caagctgagt gtgcacatac rggccaagtg gcgattcata g 

<210> 2344 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2344 

cttacaggag cccggtgtcc yggagcacag gccagggccg g 

<210> 2345 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2345 

cagcagggag acttggggag rggggagaga gttcacactg c 

<210> 2346 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2346 

agcagggaga cttggggagg rgggagagag ttcacactgc g 



<210> 2347 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2347 

cctcgacctg acccacttca yggggctgca gggcgggtga t 

<210> 2348 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 22 to 26 repeats of t 
<400> 2348 

cgtgaactac cacgtcctgc naagagatgg agtctcactc t 

<210> 2349 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 8 to 10 repeats of g 
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<400> 2349 

ggggactctg agggtctggt nactctgagg gtctgggggc c 

<210> 2350 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 6 to 7 repeats of c 
<400> 2350 

ccccctggga gctctcccgg nggccctcag ctccccttcc c 

<210> 2351 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 12 to 14 repeats of a 
<400> 2351 

agaaagagaa agagagaaag ncagaaatgt gctttgggtg a 
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<210> 2352 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2352 

cctgggcttc agcaggggcc ycacacctgc aatgggtgcc t 

<210> 2353 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2353 

cctcacacct gcaatgggtg yctggggaga gggtgcagat g 

<210> 2354 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2354 

tccaaagccc agatttggtg yttttggggc tcttttggaa t 

<210> 2355 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2355 

ctggtggagg aagaaaggta rggagggcgg ctgctttgtg t 

<210> 2356 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2356 

agctcaggag gtgtctggaa ygccacacag tgcaggagtt t 

<210> 2357 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2357 

aattctcctt ctcaacttaa rgaaatattt tatagaaaaa t 

<210> 2358 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2358 

agagcctgca atgggccgcc ragggacctg cccatgactc a 



<210> 2359 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2359 

gaggggttga cagacaggat rtgtctgctg tgttccagct g 

<210> 2360 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2360 

tgacagacag gatatgtctg stgtgttcca gctgctggtt t 

<210> 2361 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2361 

ccctctctgt gcccactgtt stcccaacac cagcctgttc t 

<210> 2362 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2362 
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tataatagat tcctagcaga raacataatt gtgagaggaa c 

<210> 2363 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2363 

gctttcagag cccattcaca yaagggtctc attttattag g 

<210> 2364 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2364 

ccaggtctgt gggatttcag rccaaaaagg agcgtagcaa g 

<210> 2365 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2365 

gggttaaata ttccgggcag ygccaagtca gattatctgt a 

<210> 2366 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2366 

gctaaagtgc atggaaggca ycatgaataa atcctttcag g 

<210> 2367 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2367 

tcacagcaga ttcatgagag wtgaatgttt agccgccatg t 

<210> 2368 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2368 

agatgctccc ctccagccag yacattttct ccctgtgagc a 

<210> 2369 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2369 

acctgcatgg tgggtgcccc sctgccttcc tctactgcct t 
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<210> 2370 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2370 

tgggtcagat taaatatatc ytgaaggact aaaccgtaaa a 

<210> 2371 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2371 

ttgctcacat tgtgaaaaaa sgcaaaaaga tgggttttca g 

<210> 2372 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2372 

gcctgagagc gctggcagta rgaagggtcg ccagtgtgga c 

<210> 2373 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2373 

tctggtttag agaggaaaat rggcagcatc attttgtcac c 41 

<210> 2374 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2374 

gggctctctt ggagcccttt ktctctccca gccctgcgtc t 41 

<210> 2375 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2375 

gggatttcga atctcaacac yctgagctct gtgctttccc c 41 

<210> 2376 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2376 

gagttgtcct ccaagagaat ytttgtatgg ttccttttct g 41 

<210> 2377 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2377 

ctggggttgg tgggagccac rgtctcacac ctattggcag g 

<210> 2378 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2378 

ctattggcag gtcgtgaaca ytgttcttgg atttgcaaat a 

<210> 2379 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2379 

acatggccgg cttcccttct ycctcggaat ggcctggaat t 

<210> 2380 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2380 

gccggcttcc cttcttcctc rgaatggcct ggaattcgat c 
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<210> 2381 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2381 

acaagactta gaatttgacc rtgattttaa aactattcta a 

<210> 2382 
<212> DNA 

<213> Homo sapiens 
<400> 2382 

ttcttggatg tggccatgca ygggggcaag ggtttgatga g 

<210> 2383 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2383 

atcatgtggt ttgggggaaa sctgggaccc cacttggtac a 

<210> 2384 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2384 

caggaaggag acagctgctg stgctgctta gagttaggcg c 

<210> 2385 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2385 

ccttcagttg taataggcag raggagcgca cgaggaggct g 

<210> 2386 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2386 

attgtttctc ctggttttgt ytgtgttgac tttcccttta a 

<210> 2387 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2387 

cagatccctt ggttgctggg yaggtagtag gagaggtttt t 

<210> 2388 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 2388 

aaacagggct tgagtcctcc rtaagggaca ggagaccttc c 

<210> 2389 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2389 

aggagacctt cccacatcct rgcaagaatt cttctttttt c 

<210> 2390 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2390 

cagactaaat gcacaattct rgattgagct gactgtattg a 

<210> 2391 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2391 

tgtaaaagat ggagaagaac rcagtagtcg cttgctgtga g 
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<210> 2392 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2392 

tgtgactcat ggcctctgcc rggggactgg gctggccctg c 41 

<210> 2393 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2393 

tgaaaagaaa atggatgagt rgaaaccaaa agagagaaaa t 41 

<210> 2394 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2394 

aagaaaatgg atgagtggaa ccaaaagaga gaaaatgtgg 40 

<210> 2395 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2395 

aagcagaggc ttttccaccc rgagactcaa gaagctgctc c 

<210> 2396 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2396 

gtggtgaagt agagctgagc wcacggggga gccctccatc c 

<210> 2397 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2397 

atggccttgg gccactgcct rctgtgcccc gagccgagct t 

<210> 2398 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2398 

cagcaggctc cgtgctgaag ycacagcaag ccaggccctt g 



<210> 2399 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2399 

agccaggccc ttggcctgcc rgagctggaa gacccagaac a 

<210> 2400 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2400 

gcctcccagg agtagctaca ygggacccga aggcagatgg c 

<210> 2401 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2401 

ggcagcctgg gctgccgaga ycctccctgg agcgcccgcc g 

<210> 2402 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2402 
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cgcccgccgg gaagccccag rggggctgga gctacaagtg g 41 

<210> 2403 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2403 

ccaggggggc tggagctaca rgtggccttg caggtttttt g 41 

<210> 2404 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2404 

ccagctcatg ggcaggggtg yggagggaaa ggcacccaca g 41 

<210> 2405 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2405 

caccagagcc actcagtcgg ycaagagcgt cgcccagtgg t 41 

<210> 2406 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2406 

gaagaccagc agtcgatgcc rgctgggaag agggctctgc c 

<210> 2407 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2407 

acccaccagc cttttccaga yagccttcca gaagctgttt c 

<210> 2408 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2408 

gagccgctgg agtagggtcc rcttgctatg gctcccaggg g 

<210> 2409 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2409 

gaaaccacca gaaattgtgc rtcctctcat gtgtccattc a 
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<210> 2410 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2410 

tattgactgg acaccttctc ygtatggggc actgggctag g 

<210> 2411 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2411 

atcagtaacg ggtcactaac rgatgctgct gagtggggca g 

<210> 2412 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2412 

atttcatttc ctcaatgtcg yctgaccaga gagcgggagg t 

<210> 2413 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2413 

tggcccactg ttgagggtgt rggtgaccag aggggcctgg a 

<210> 2414 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2414 

tgtgtcctgg tttgtggctt satctaggag gtgtggtggc c 

<210> 2415 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2415 

ctggaggaga agacaggata agtctaagac gtgctgtcac 

<210> 2416 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2416 

aggataaagt ctaagacgtg ytgtcacaga gttcagggtc c 

<210> 2417 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2417 

gcttccaaag gccgcatccg kgttgttctc tgagccgagg a 

<210> 2418 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2418 

atccgggttg ttctctgagc ygaggacggc tttgcgaacg c 

<210> 2419 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2419 

tggctgacag tgaacacagc rgctgcttct ccagaacttt a 

<210> 2420 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2420 

atgcagagtt tcagaagagg sagactcagg aagagtaagg c 
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<210> 2421 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2421 

acccggagag ccatggcagg ccaagtgttc tggacgttgc 

<210> 2422 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2422 

gcctctcagc tgatggctgc rcagtcagat gtctggtggc a 

<210> 2423 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2423 

ctcagaacta catcgagtga rgtcagtgtt gaaaacgccc a 

<210> 2424 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 2424 

atggggccca cagccctgcc ycagaagcag ctttggtctc g 

<210> 2425 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2425 

gggggaagag cttgggaacc rtgagggctg ttaggctgca a 

<210> 2426 
<211> 41 
<212> DNA' 
<213> Homo sapiens 

<400> 2426 

tgaagggtga actggagtag stgaggattc tgcagttgac g 

<210> 2427 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents caccaggcagcagactctgatgaggaggggaggggg 
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<400> 2427 

ccgatgagga ggggatgggg ncaccaggca gcagactctg a 

<210> 2428 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2428 

ccgatgagga ggggatgggg caccaggcag cagactctga 

<210> 2429 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g 
<400> 2429 

catgaacttg cctgaccata nccctgtgag gagctagggc t 

<210> 2430 
<211> 40 
<212> DNA 

<213> Homo sapiens 



#fl 2001-256862 

<400> 2430 

catgaacttg cctgaccata ccctgtgagg agctagggct 

<210> 2431 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2431 

tcatttgaaa gtgggtatgc rgtttaaaac tgacagttca a 

<210> 2432 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2432 

agctagtcat aaataaatac rccagagtag taaggaagag a 

<210> 2433 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2433 

cctcatgaat ggtatacatg wcccaacata tctctttcga t 



<210> 2434 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2434 

acagtggtcc ctttgggtgc rtatacccaa atccctgcat a 

<210> 2435 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2435 

ataggaataa ttgagaacag rgtctgaaga actctgcagg a 

<210> 2436 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2436 

ctgaagaact ctgcaggaaa ygaaaatagt tccctgcttt t 

<210> 2437 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2437 
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tgaagaactc tgcaggaaat raaaatagtt ccctgctttt a 

<210> 2438 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2438 

tcacttaagg ctttgcaggg kgtctaggac acagaaagag a 

<210> 2439 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2439 

aaagtgtctt taaaatttcc rtcttgagtc agtgagctat t 

<210> 2440 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2440 

tcttgagtca gtgagctatt kaaattcaag caataagtta t 

<210> 2441 
<211> 40 
<212> DNA 
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<213> Homo sapiens 
<400> 2441 

ctgtttggga acagcaactc atcataggca gagagaaagt 

<210> 2442 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2442 

atttcaaacc tgtttcacaa rttgttaagc tcatcttaag g 

<210> 2443 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2443 

gaaggtgcat aacaacttcc kacataaagt ctggagctat a 

<210> 2444 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2444 

aaatgaagct gctcattgcc rcacatttaa aaatggactt g 
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<210> 2445 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2445 

ctattgcttt tctgtctgca kaaagataaa aactctccag a 

<210> 2446 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2446 

atgtcgaagt ttttatccca rtgtcacaag gaaacaccaa t 

<210> 2447 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2447 

tgtaaaaaga cagcttttta rtttacctac agtgaacctc a 

<210> 2448 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2448 

caaccctaaa ttggagggcc ygggcgtggt gattgagaaa g 

<210> 2449 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2449 

gttgacagac ttttatagtg gggacactga cctgcatgca 

<210> 2450 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2450 

atgtatgtac cacgtcttca yattcttaaa ggatgaccct a 

<210> 2451 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2451 

ggcaaatctt cgtgagtata rgagagtata agtaagcgtt t 

<210> 2452 
<211> 40 



mm 2001-256862 

<212> DNA 

<213> Homo sapiens 
<400> 2452 

tgacggtgag agaaaactta agttctcagc agctcttcgg 

<210> 2453 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2453 

actattctag ttgattctag rttgtcaata caacacactg a 

<210> 2454 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2454 

tcctattctg ttttaataaa rgcattgaat ttaggtttgc t 

<210> 2455 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2455 

gtcaggctga actagagcaa rcaatctaaa ggcaagaata g 
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<210> 2456 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2456 

ttcatttttg tagcaccagc ytgttattta ggtatctttc t 41 

^ <210> 2457 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2457 

gcacttggac tttgctttgc yacatacttg cattgctctg c 41 

<210> 2458 

<211> 41 

• <212> DNA 

<213> Homo sapiens 

<400> 2458 

tatactaata aatggtgtgt wtaagttttt atctctaatt g 41 

<210> 2459 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2459 

gacgcttatg tgcagcctat kttgatgtct ggaaaggctg a 41 

<210> 2460 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2460 

ccctgagggc tgaggtatct rgattatttc cagacttgct a 41 

<210> 2461 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2461 

tgtgagtagg tctttgttct rggaacgggg ctgtccagca g 41 

<210> 2462 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2462 

tgttcttcaa ggaaagcccc ygtcaaagaa ggaaaagaag c 41 
<210> 2463 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2463 

atgtctttag tcttgcctat kggtgaagtc agttgcacct t 

<210> 2464 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2464 

tatgcagtta catggacaga yacaacattg gagaccgagg g 

<210> 2465 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2465 

gctctgataa ggaattgttt ytttccttca tttcttcctg c 

<210> 2466 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2466 



#120 0 1-2 568 6 2 



^- v : 798/ 



ttactcaagc aggcctgact yttagtattt gctttttgta g 41 

<210> 2467 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2467 

ctaatgaaaa caaacaagaa ygaaagattg tcactgtaaa t 41 

<210> 2468 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2468 

taactctttg gaaacttctt raaatttaaa actgtttacc t 41 

<210> 2469 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2469 

ccaggggcac tgaatttttc ygagcctacg ttttctcatc c 41 

<210> 2470 
<211> 41 
<212> DNA 
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mm 2001-256862 



<213> Homo sapiens 
<400> 2470 

gccgcatagt catgtgttgt wgtttttaaa ttaacttgga a 

<210> 2471 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2471 

aacaagaaac acttgaataa rttgagaaaa aaccccgttt t 

<210> 2472 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2472 

tgagtagctg ggattacagg ygcccaccac cacacctggc t 

<210> 2473 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2473 

catcaattca ggtcaagaaa yagaagattg tagcacacaa a 
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<210> 2474 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents tcac or deletion 
<400> 2474 

gttgggatgg ctacactcac naaagcctga tggcccgttt c 41 

<210> 2475 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2475 

ctgctagttt attttttttt naacattttt aatttatgtt t 41 

<210> 2476 
<211> 41 
<212> DNA 
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<213> Homo sapiens 



<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 11 repeats of t 



<400> 2476 

tcaatatgtt tctgcttatc naatggttac ttaatcctaa t 41 

<210> 2477 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> modified base 
<222> 21 

<223> n represents 7 to 8 repeats of a 
<400> 2477 

aaacacttga ataagttgag nccccgtttt cacataatgt t 41 



<210> 2478 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2478 
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41 



<210> 2479 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2479 

gaacacagaa ggtattctga ragggcattg acccccatcc t 

<210> 2480 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2480 

tggtgtccct catgaagtcc ytggcacagg ggggccgtac c 

<210> 2481 
• <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2481 

ggcctcctag gggtagagat ytcaccgtcg cctgccttcc c 

<210> 2482 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2482 

cttgcccttg ggaagtgagt rtgaatctaa actgagctct c 

<210> 2483 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2483 

ccccagaggc attgcaacca rtgggtgcta ggaagaacct a 

<210> 2484 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2484 

aggtacacaa cttaatggta saagattctc tgtagacctg g 

<210> 2485 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2485 

acgtgagacg agataagtga yggtcatatg gccagggagg a 
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<210> 2486 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2486 

acgagataag tgatggtcat rtggccaggg aggaagggga c 41 

<210> 2487 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2487 

gggggacagc ttgaacaaga rtgtggaggc aggatggaca c 41 

<210> 2488 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2488 

gagtgacagg cacatacatg gaacaggcca tctcagccct 40 

<210> 2489 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2489 

aactcagatt ctcggcacct ycagcagctg gcttcgccaa c 

<210> 2490 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2490 

ctgaaattat atgcaaattc ygtagcttta taggaagcag a 

<210> 2491 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2491 

ttgtgtagga agctgataca ktaatttgac atatgagatg t 

<210> 2492 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2492 

ccaagaaact tcagctttct yttcacttaa atataggaaa c 

<210> 2493 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2493 

atatccagaa acagatggta ygtgcagaac aggttgtaca g 41 



<210> 2494 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2494 

tggatgatta gactgactct sagaatattg ataagccatt t 41 



<210> 2495 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> modified base 
<222> 21 

<223> n represents 13 to 16 repeats of t 



<400> 2495. 

tttgtctggg ttggttgggg ngagactggg tctgactctc a 41 

<210> 2496 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 10 repeats of t 
<400> 2496 

tacatttgtc aaaatttata ngcagataat catttcatct c 

<210> 2497 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 14 to 16 repeats of t 
<400> 2497 

taaattcaca tgattctgta naggatcctc ctgactggca g 

<210> 2498 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents 13 to 17 repeats of t 
<400> 2498 

tctttcaaac ttatatttgc ncatagtttc atgtttgatg a 41 

<210> 2499 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents t 
<400> 2499 

ttgctctgtt tcaaatctct nattcatggg ccagcagctc g 41 

<210> 2500 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2500 

ttgctctgtt tcaaatctct attcatgggc cagcagctcg 40 
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<210> 2501 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 8 to 9 repeats of a 
<400> 2501 

agtgtagatg gacctcgggg nctagttaag gaaaagtaat a 41 

<210> 2502 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

^ <221> modified base 
<222> 21 

<223> n represents 8 to 9 repeats of t 
<400> 2502 

ttccaatttt ccattgttac ncttgccaga ttactcctga a 41 

<210> 2503 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gcagtattactgtagt or deletion 
<400> 2503 

tcctctgcat tttggcttct natttgtcat tttcaaatta a 

<210> 2504 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 13 to 14 repeats of t 
<400> 2504 

ttttttggtt tctttcttct naatcttgga ggaatctttt t 

<210> 2505 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 
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<221> modified base 
<222> 21 

<223> n represents 9 to 10 repeats of t 
<400> 2505 

gattagaaat ccaggttaaa ngttttgcac aaaaatatta c 

<210> 2506 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 10 to 11 repeats of t 
<400> 2506 

taaaatttaa tcaaaattga nctcttagtc ctcaaaccct t 

<210> 2507 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2507 

taaatggaga aaataacacc racctgatag cattgttgtg a 



<210> 2508 
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<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2508 

aaactcccca agcatgctca ctagatcctt accctaggtc 40 

<210> 2509 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2509 

gccctgcccc cactcccaga sttgcggccc tccagcccct t 41 

<210> 2510 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2510 

cctcccccag aggagctggg yacactgggg ccttgtgttg t 41 

<210> 2511 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2511 
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attgtgtgtt ggcatactgc ycacatggaa ggatgctcta g 

<210> 2512 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2512 

ttttccttag gaagaaaaac rccttgctgt tttatgcatt t 

<210> 2513 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2513 

aaaacattca tgggggatta stgctggcta cgtcagagtc a 

<210> 2514 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2514 

gcgctgccac agatcaggcc raggtggggg acagaaatgc c 

<210> 2515 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2515 

cccagaattc tgaatacagc rgcgatgacg ggactacgag g 

<210> 2516 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2516 

aacagatcca caggaccaga agcaaagggg aggaacatgc 

<210> 2517 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2517 

atgcagggaa ggggcttggc rcaaaactgt caactgagat a 

<210> 2518 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2518 

atgctccctg gtccactttc rctttgagtt tcaggtagct g 
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<210> 2519 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2519 

ccatggtctg caggggtcct kcatgctcag gggattgggg t 

<210> 2520 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2520 

agaggacaga ggaaagagga cacctggaga actgggcgcc 

<210> 2521 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2521 

aagaggcttc cgcagctgtc ygcaggttaa atcctggggt g 

<210> 2522 
<211> 41 
<212> DNA 

<213> Homo sapiens 



#IB 2001-256862 



^-v! 816/ 



<400> 2522 

caggttaaat cctggggtgc raggaatgtt tgttcagctc c 41 

<210> 2523 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2523 

ataactggta caggtttact sgtgtctaca ctggcagaga a 41 

<210> 2524 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2524 

gttttcccct tgccttgcct ncattttcat cacctcattt t 41 

<210> 2525 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents 12 to 15 repeats of t 
<400> 2525 

cacactgcca cacctggcta nggattttag tagagacggg g 41 

<210> 2526 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2526 

tccagcgtgc cgaccggccc sgcagcgcct ccatccctcc g 41 

<210> 2527 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2527 

gcgtccaggc gcgcgcgcca ractttggag ggagaagggg g 41 

<210> 2528 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2528 

agagaagaat ggggcagagc sggagcagcc aggggaggtg a 

<210> 2529 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2529 

ggatgagcac tgcccagctg rtccctgccc accttccaca g 

<210> 2530 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2530 

tccactgcag aggggacaca stgaccagga cggaagttgg g 

<210> 2531 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2531 

gggctgtcca tctttgtacc yctggttcca tcccagtgcc t 

<210> 2532 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2532 

ccttttcttc tctaaggcct raagagatga cagaatgctg c 41 

<210> 2533 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2533 

agcgcgtgga ctccacagcg rggtgtgggg tggcccctgg c 41 

<210> 2534 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2534 

gacacgcttc agccctctgt stctattgcc ccaaatctgg c 41 

<210> 2535 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2535 

ctgtggcttc cctgggccct rggaaattta tcactgaggt t 41 
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<210> 2536 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2536 

gagtggggca ctgctggaag sttctggttc ctgctttgtt c 

<210> 2537 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2537 

aaacacactg ggccaccccc rtccccgcac tgtgactaca c 

<210> 2538 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2538 

ctgagggcct gtcctgcagg kttgatgtgt ctgaagaggc c 

<210> 2539 
<211> 41 
<212> DNA 

<213> Homo sapiens 



mi 2001-256862 

<400> 2539 

gtctgaagag gccccgagaa yagaaatcta gaacctgcca g 

<210> 2540 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2540 

cagtcacgaa gcagtgtcac ycaccagagg atgaagaact g 

<210> 2541 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2541 

cttgcatctg gtgtaggtgc ytgggggtag cgtgcccagg a 

<210> 2542 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2542 

gacaggaacc ccaccccgag kgatgtctgg ccctgtgacc t 



<210> 2543 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2543 

gcttgcactt ctgattcatt ytgcagtcac tggctctttg t 41 

<210> 2544 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2544 

ccctggaagg gcctcactgc rgtgactcat tacccagcat g 41 

<210> 2545 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2545 

acccacacag catgaatggg sccagcccca gcctgcccgc t 41 

<210> 2546 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2546 
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gtagccacag ctggggctgt sgggtcaggg catggcaagg g 41 

<210> 2547 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2547 

ggatgtgtag ggtttgggct yggccttaag ggatgggtgg a 41 

<210> 2548 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2548 

gatgctggtc aggcattgtc rttgggatct ttaacaccac c 41 

<210> 2549 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2549 

tatttagcat gtgggtttca ctttctgttt tttcaaaggg 40 

<210> 2550 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2550 

gacttgggcc acgtccttgg scatgaatct tggtctatgt c 

<210> 2551 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2551 

agcaagaaag tgtgctcccc yacagcccca ctcaggcata a 

<210> 2552 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2552 

agcacacatg gagctttccc rcagtgggtt tcagcgctcc c 

<210> 2553 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2553 

agggaagccg aagcctcact ygctggggct tgcctggcct c 



mm 2001-256862 

<210> 2554 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2554 

tgtgaagttt tgcccacagt yggtggccat ggttcgcacc g 

<210> 2555 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2555 

gccactcatg tatggagcaa ytgccttttt ttcttcctct t 

<210> 2556 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2556 

ccatagaaga ggctgggcct kaggaagcca gggaagcagg a 

<210> 2557 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2557 
ggtgtgggga 
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41 



<210> 2558 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2558 

0 ctctggtgtt tgctgtcaat rtgcagagtg ctggacaaaa c 41 

<210> 2559 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2559 

ctggaacagc aacttaaaaa wagaaatagt ccctggaagg g 41 

• <210> 2560 
<211> 39 
<212> DNA 

<213> Homo sapiens 
<400> 2560 

gggtagccag ggcagctccc ygacccgcac ctgcctttt 39 

<210> 2561 
<211> 39 

ffiliE#2 005-3054255 
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<212> DNA. 

<213> Homo sapiens 

<400> 2561 

gcagctcccc gacccgcasc tgccttttca cccctctcc 

<210> 2562 
<211> 39 
<212> DNA 

<213> Homo sapiens 
<400> 2562 

gccattctag atgcgagtcc ygactttggg gtgcttgca 

<210> 2563 
<211> 39 
<212> DNA 

<213> Homo sapiens 
<400> 2563 

cgagtcccga ctttggggyg cttgcattct gggaaggga 

<210> 2564 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2564 

ctacagctgt gaaaggttag rcaagatact taacatttct g 



mm 2001-256862 



^-v : 828/ 



<210> 2565 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2565 

acacctcaga ggagcctgtg ttaacatttg taggattatt 40 

<210> 2566 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2566 

aggcctcatc tggggtaggg scaagaggaa agtacagagt g 41 

<210> 2567 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2567 

ctggaattcc tccttagggc yctgggaaga gtattgctta a 41 

<210> 2568 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2568 

cttaacgcag gatgtgctgg rtgttttgtt tcgggctttt a 

<210> 2569 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2569 

gcttggtgtc tttcttgttt yatggctgtg tttttgcttt t 

<210> 2570 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2570 

ccgagggctg cccagctctg yttctggttt cctggacaat t 

<210> 2571 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2571 

ctgtcagata cggcccattg yaaacccaga gggctgcatt t 
<210> 2572 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2572 

gttccccatg tggaggtcgg rggggctggg actggggagg g 

<210> 2573 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2573 

ggccctgcta atgtggacag yagactttat ccctccttct t 

<210> 2574 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2574 

ccagatgtgc atagaagcca rtctctgtca catacaccgc a 

<210> 2575 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2575 
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taaagcaaat ttaggctttt rtccttctgc aatacatgca c 

<210> 2576 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2576 

ggaaggagct tcagcaggag rtccttccca gaaggttgat t 

<210> 2577 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2577 

tcatacctgt aatcccagca kttggggagg ccaaggtggg a 

<210> 2578 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2578 

ccattcccaa agtcagaaag ygaagccaga tctcaagggc t 

<210> 2579 
<211> 39 
<212> DNA 
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<213> Homo sapiens 
<400> 2579 

caaaagcaca aagcagaatt sgcaacttca cttgtctca 

<210> 2580 
<211> 39 
<212> DNA 

<213> Homo sapiens 
<400> 2580 

cagaattggc aacttcacwt gtctcaagag ctccaagat 

<210> 2581 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2581 

ttccaaggct acagacatgg ygccatcctc acaggcctag c 

<210> 2582 
<211> 39 
<212> DNA 

<213> Homo sapiens 
<400> 2582 

atttcatgtc tgcatggtac ragacacccc ttcacggca 
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<210> 2583 
<211> 39 
<212> DNA 

<213> Homo sapiens 
<400> 2583 

tacgagacac cccttcacrg catacactgc catggtatg 

<210> 2584 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2584 

agacaggagt gttgggccag yggtcagggg gcctggggat g 

<210> 2585 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2585 

acctcttaaa gtatttgagc yggtgcctgt catcccaacc t 

<210> 2586 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2586 

cgggagcagg aaaaaaaaaa ngaataagaa gaaaagaggc t 

<210> 2587 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents at or deletion 
<400> 2587 

gctcatgctc acagccactc ngtatggagc aattgccttt t 

<210> 2588 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2588 

ctgggtggag tggggtggca yggagttgaa gacccagtcc t 
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<210> 2589 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2589 

tgtgccggcc ccagccctga scatgcatcc ctttggggac c 

<210> 2590 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2590 

accacccttc tgcgtagcac rgagggtggg tggcatcaag g 

<210> 2591 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2591 

tgtaggctga ggtcagcccc atccagtcca aagcccaccc 

<210> 2592 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2592 

gaatgcggaa gtgctctgtg rgcacccacc atgctccggg c 

<210> 2593 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2593 

gatctggggc ggagggtaca yggggctggc gctgggtgaa g 

<210> 2594 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2594 

tggtgtaaat tttttttttt ngcttcaaaa atatagtatt t 

<210> 2595 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents ttc or deletion 
<400> 2595 

tgaactcggg gttcagggtc nctgtgaaca ctggttttga a 

<210> 2596 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2596 

ggaaatgctg gctaaataaa nggtatcaaa ctaactctga a 

<210> 2597 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2597 

tcgttggatg gtagtattgt ktgaacaaca gaagaaattc a 

<210> 2598 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 2598 

ccaaatgcat gccagcagag ygtggcagga aggtacacaa g 

<210> 2599 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2599 

aaggaatttg cataagacag ytatgcaaaa tggagctgga g 

<210> 2600 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2600 

cagaagatct tactctctaa kgaagctgga taacactttt t 

<210> 2601 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2601 

tttactttgg taatcatact yatcaaatgt gtgtttagac a 

<210> 2602 
<211> 40 
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<212> DNA 

<213> Homo sapiens 
<400> 2602 

aaaccacata ctatttgatt tgatgagaat cacataacca 

<210> 2603 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2603 

tatgattcaa ctttcaaaag wgtattgtga tatgaaatag a 

<210> 2604 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2604 

caacttctgc catcttattg ratctgtact tacctagtaa t 

<210> 2605 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2605 

tggtaagagg ctttaagata caaatgctca gctttcagga 
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<210> 2606 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ctt 
<400> 2606 

tactcttaaa attaatcctt nttattataa gtatacagtc t 

<210> 2607 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2607 

tactcttaaa attaatcctt ttattataag tatacagtct 

<210> 2608 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2608 

aattacgact aacgttgggg rcgaactctt tgctaaataa a 
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<210> 2609 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2609 

cgccgcgccc ccgccacagc rcccaggcgc ccgcagggca c 

<210> 2610 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2610 

tggccccaag ggaggcactt rgccctactg gggatgcgcg c 

<210> 2611 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2611 

ttgggccgct gaccccgctc yctgggccca ggactgaccg c 

<210> 2612 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2612 

tatacaagac acaagatcta yaacagattt tagaccaaac a 

<210> 2613 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2613 

ttcacagatg aaggggttcc raaatttttg tcaagaaaga c 

<210> 2614 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2614 

tcgccttcgt cttcatcctc ktccagctcc tctgattctg a 

<210> 2615 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2615 

cctttgaaaa cagagccccc ygagttacag tatcagcaaa a 



<210> 2616 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2616 

actatcttct gtgcgcatgc rcagagccca ccttgcagag c 41 

<210> 2617 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2617 

aggatgccag ctctttaaat ragacatcgt ttttgcttaa c 41 

<210> 2618 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2618 

cttggtaggt aagcgcctgt rtgtgagcca agtcattcat a 41 

<210> 2619 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2619 
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tgcaccttga actgtttact ytcctgtaac catttaccct t 

<210> 2620 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2620 

aaaacatcca cgcaaacagg ytgtgagaag ttacgtctgc g 

<210> 2621 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 2621 

aagactgtgc atgtgccatg agacagagat gtggatgcca 

<210> 2622 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2622 

ttgttatttt cttttctctg raatgcagtg atcagttgac a 

<210> 2623 
<211> 41 
<212> DNA 



#11 2001-256862 

<213> Homo sapiens 
<400> 2623 

ctgtgaaagc agattggagc yctggacctc aaacacacgc a 

<210> 2624 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2624 

tgtcggcatc tgctgagtgt ytgctgaagt ctgaggactg g 

<210> 2625 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2625 

ggctggggga aagcagatca ygttggctaa aggacaggtg g 

<210> 2626 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 2626 

cagctgatta tactactgaa cgggataaat gcagcttgat 



#11 2001-256862 

<210> 2627 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2627 

ctactgaaac gggataaatg yagcttgatg attttcagct g 

<210> 2628 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2628 

gtcacagttt aaatgctgct rttttactct gtgtaagtag c 

<210> 2629 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2629 

aagcatctct attttgaatg yagatcagca ctaaaagccc t 

<210> 2630 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2630 

gcaacgccca gttcctggta yaggcctcat atccagcgtg c 

<210> 2631 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2631 

cctggaggca caaggatggc ggggcactca acttccctct 

<210> 2632 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2632 

gttgtgtgac tgtgtggggc rtctcacctc tcgggctgca g 

<210> 2633 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2633 

atcttgcctt ccctcctgcc rtctgttcag gcttgaatcc t 

<210> 2634 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2634 

ccataatcct agcttgaacc ytcctttttc cctgctgacc c 

<210> 2635 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2635 

acataattat tgtaaacatg ycgcttacca gtgacattca t 

<210> 2636 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2636 

ccaggccact gattgctttc rcattttcta gcattttctt a 

<210> 2637 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2637 

tttctgtgtg gaaagctgat raagtcctca gatgacagcc c 
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<210> 2638 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2638 

aataataatg accatttctg kaaattcata gaattccttt t 

<210> 2639 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2639 

gaggacattc cacagaacgt rtgactatta gagcagaagg t 

<210> 2640 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2640 

ctggaggaga ggggtggagc sagttcagcc agcactgggg t 

<210> 2641 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2641 

agaaagggtt acacaggagc react tctca gggagtggtg t 

<210> 2642 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2642 

agggttacac aggagcacac ytctcaggga gtggtgtgac g 

<210> 2643 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2643 

ctgtgaatcc tctcacctgc rtgaagggee tggctgcctc t 

<210> 2644 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2644 

cacattgtta tgtaaccaag yctggaattg cagtgtgaag a 



<210> 2645 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2645 

attgttatgt aaccaagcct kgaattgcag tgtgaagaac t 

<210> 2646 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2646 

tcttgactat tagaaaccct rtcagataaa ttttaaaaca g 

<210> 2647 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2647 

tggctttggt tgggaacagc ragagataca gaaccgacgg t 

<210> 2648 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2648 
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cttgaagctg atcgttccct cttgaagctg atcgttccct 

<210> 2649 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2649 

gccagacgtg actgctttag rttcctcatg acattcagac c 

<210> 2650 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2650 

ttccaaatca ccccagaact ktgcagtatt ttgaagctcc t 

<210> 2651 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 11 repeats of c 



<400> 2651 
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gtaaaattgt tttaactaga nttcctaaac caaggtataa a 41 

<210> 2652 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents 15 to 21 repeats of a 
<400> 2652 

ctgtatccat tggaaggcac ntgcaaagga aacaaggcaa a 41 

<210> 2653 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ggggtggcggggtggg or deletion 
<400> 2653 

tggcggggtg gcagggtggc ngagcagttc cacatctccc c 41 
<210> 2654 
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<211> 41 

<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 

<222> 21 

<223> n represents t or deletion 

^ <400> 2654 

ctcactggaa cttttttttt naatttaatt tttaaaattt t 41 

<210> 2655 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
• <222> 21 

<223> n represents a 

<400> 2655 

cacttccatt ctgactgtta ncggtgtgat tcttcctgcc a 41 

<210> 2656 
<211> 40 
<212> DNA 

<213> Homo sapiens 
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<400> 2656 

cacttccatt ctgactgtta cggtgtgatt cttcctgcca 

<210> 2657 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2657 

gcgcgtgctg tttctccctt ntctgtcctt gtacacgtgt g 

<210> 2658 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 10 to 12 repeats of t 
<400> 2658 

tttctcgctt tctgggagac naatgttgaa aatatgtgtt t 
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<210> 2659 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents tt 
<400> 2659 

aattccccca ttgcttctct nctgtagaca ttttaaacct a 

<210> 2660 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2660 

aattccccca ttgcttctct ctgtagacat tttaaaccta 

<210> 2661 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
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<222> 21 

<223> n represents tccctccttgaagctgatcgt or deletion 
<400> 2661 

ccctccttga agctgatcgt ngtccaagat agttgctagg a 41 

<210> 2662 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents 12 to 18 repeats of ca 
<400> 2662 

caaatatatg tatacatgta ntccttcatg aaaactcttt c 41 

• <210> 2663 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2663 

ttaataaatg tttattcaat kaaaccaact gctaatattc t 41 

<210> 2664 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2664 

cctggagatt ttaactttct rcgaagtttt taaaaacaac t 41 

<210> 2665 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2665 

ggagaagggg accgcatgca ragggtggca ggcagggagg g 41 

<210> 2666 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2666 

ccccttggga cggttctcac ytgtgcccca cttccccagt c 41 

<210> 2667 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2667 

gcccgcaagc attgctgtat rgcacccagg cctccagtga g 41 
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<210> 2668 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2668 

cgagtaaaat ttttctaccg stttgtttta gagtggtgtc t 

<210> 2669 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2669 

aaaaaatttg tagatatggg kactccctat gttgcccagg c 

<210> 2670 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2670 

tccctatgtt gcccaggctg rtcttgaatt cttgggctca a 

<210> 2671 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2671 

ttctcttcta agaagaagtc ygtgcagata cttagcacaa a 

<210> 2672 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2672 

tccagcatct tccctttcca yttttaagtt agactttttt t 

<210> 2673 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2673 

agagacattt agaatatatt cctttaaagg tagagaataa 

<210> 2674 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2674 

atatattccc tttaaaggta sagaataacc cttcactgag a 



<210> 2675 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2675 

ggtttatagt gttccccccc wccccgcccc caaaagaccc a 

<210> 2676 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2676 

gaagctgccg ctccaggaag sagtctgtcg ttggagaaga g 

<210> 2677 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2677 

ggaaagctgg ggaactgttt kcctggaaca gagtctcaaa a 

<210> 2678 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2678 
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tgtcaactgc gtaacacagg ygtagaagtg gacattgttt t 41 

<210> 2679 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2679 

tttaatagaa aatggtattc ytgtcttttc tttcccatct c 41 

<210> 2680 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2680 

gggtaaaccc attttgaata ytagcattgc caatatcctg t 41 

<210> 2681 
• <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2681 

tatttgcttt ccttctctct ytgttttctt tttctctgaa a 41 

<210> 2682 
<211> 41 
<212> DNA 

tBSE#2 005-3054255 
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<213> Homo sapiens 
<400> 2682 

cagcacgttt ttcctatgaa yaagacattc tccaaataac t 

<210> 2683 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2683 

tggctctgtg tgcatgaaca ygcacgcgtg cacgcgcaca c 

<210> 2684 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2684 

atgaacatgc acgcgtgcac rcgcacacac acacacacac a 

<210> 2685 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 
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<223> n represents 18 to 20 repeats of a 
<400> 2685 

tgcgattatc tttggtaatt nggcaaatca gtccaaattt g 

<210> 2686 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents aa 
<400> 2686 

ccccttcaat actagaacaa ngcagacaca ttaaatgtta c 

<210> 2687 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 2687 

ccccttcaat actagaacaa gcagacacat taaatgttac 

<210> 2688 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2688 

actatttcaa tttttttttt nggaggggga gacagagtct c 

<210> 2689 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 13 repeats of t 
<400> 2689 

cccagcatta taagaatgac naagtgcaga tgtggggagg g 

<210> 2690 

<211> 41 

<212> DNA 

<213> Homo sapiens 



<220> 
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<221> modified base 
<222> 21 

<223> n represents aa or deletion 
<400> 2690 

tagcatttgg caaaggagaa ntgccaagaa gtatcttcga a 

<210> 2691 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ttgaca or gtccaatat 
<400> 2691 

agaaaactgg atgtctgaaa ncactgcact tgtatgtgtt g 

<210> 2692 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents eta or deletion 
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<400> 2692 

ggattttaga ttcctcccta nttctttccg accttccacc c 

<210> 2693 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 10 repeats of t 
<400> 2693 

tttccatttt taagttagac ncacctctct cgttacttca g 

<210> 2694 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gagatgttgtggctcacat 
<400> 2694 

tcctcttcat gtctctatgt nagtcatcct ctttgtgaga c 
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<210> 2695 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2695 

tcctcttcat gtctctatgt agtcatcctc tttgtgagac 40 

^ <210> 2696 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents cc or deletion 

• <400> 2696 

acacacacac acacacacac ntgctctgga gttgggcaac t 41 

<210> 2697 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 

ittiE#2 005-3054255 
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<222> 21 

<223> n represents act or deletion 
<400> 2697 

ttagaatagt ttctaactat ntttactccc aagagaagct t 

<210> 2698 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2698 

ctttctgatt tttgatagtc sgttgaagaa gggagtttga a 

<210> 2699 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2699 

ataacatctt ctgcagagaa cttcaatgga aatacactca 

<210> 2700 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2700 

tacagattat ctttggtgat sggagagctt agaagagaca t 
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<210> 2701 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2701 

atttcagaag atttattaac wtgaaaagga tcactctgct t 

<210> 2702 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2702 

acatgaaaag gatcactctg yttattcaca gacatatgca t 

<210> 2703 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2703 

aaattattca atctctttgg rcagtggttt ctttttcttt g 

<210> 2704 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2704 

cctgaatgta gagttgagat rtacagaagc tttatccaat t 

<210> 2705 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2705 

gagaagtaag acacattacc yataaatctg taaatatcct a 

<210> 2706 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2706 

cattgatcag ggtgatttat ycatgctaag cttatttaat t 

<210> 2707 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2707 

tatattgatc atgttgatac tttatacaca tatttgtcta 



<210> 2708 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2708 

ttttaatcta ataagcaatt saggaccatc taaagggaaa t 

<210> 2709 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2709 

aggtgcttac aggcaacatc yacatagcag tctgtggctg g 

<210> 2710 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2710 

gacacattag cttcttttct rcagatctct gttctaaaac a 

<210> 2711 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2711 
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cttaaaattc tttaatgaaa kcattgcaac aaatttatat c 

<210> 2712 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2712 

ataaatagaa caactcccta wgtttacttc tctgcagtgg a 

<210> 2713 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2713 

atcaccagat aatttactat ycattaagga gtaggtcatc a 

<210> 2714 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2714 

tgattggtta gaatctttga aaatcttcta gtatcattcc 

<210> 2715 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2715 

tactctgtgc attgttaata rcctatcact tgtggtctgc c 

<210> 2716 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2716 

ctgtttaaat tctcattcaa yggccacatg gttaaaataa a 

<210> 2717 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2717 

atggcaatat ttttagaaat rttaactccc aataatgaat a 

<210> 2718 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2718 

tatatcatta ttttaactta kagatagcac tagccctaat t 
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<210> 2719 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2719 

ctcctaataa tttggactca ycatacttat tcagcactat c 

<210> 2720 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2720 

ttccacacag ggacaagtca rcagaggaaa tttttcttgc t 

<210> 2721 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2721 

aacaaaggtt tattttctta sagttctgat ggctagacgt c 

<210> 2722 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2722 

tttaaaatat gcatgtattt kccactttta aaaactatat c 41 

<210> 2723 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2723 

^ aaatcctccc tccttccttc ytttcccagg ccccactcta c 41 

<210> 2724 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2724 

ttccctttct ccttttctcc rtctctctct cttcctctct c 41 

V <210> 2725 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2725 

ttttctcctc agcaaacata waagctaatt tcctccatcc a 41 

<210> 2726 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2726 

caccttgata ctggacttgg ygggacagaa aaccagatca t 

<210> 2727 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2727 

agaaagccca ttgaaataag scagggtttt taggttttaa t 

<210> 2728 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2728 

aaaaactttt ttgagttgac watggtgagt ttagtttctg a 

<210> 2729 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2729 

ctgcaggcaa gctctagtga wtgtttatta taggaaataa t 
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<210> 2730 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2730 

gacaaatcag ccatgtttta yaatagcaga cattatgcca t 

<210> 2731 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2731 

acaaatcagc catgttttac ratagcagac attatgccat t 

<210> 2732 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2732 

atcgatatag gctttgggaa tatgaatacc aaccatgggt 

<210> 2733 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 2733 

aaattttttc ttagacctat kaatcaaagg aggcatacag t 

<210> 2734 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2734 

attttattag atataactgg atgctaacaa ttttaaaagc 

<210> 2735 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2735 

taacaatttc agttagcatg gaagagttgt cccttattta 

<210> 2736 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2736 

tttctgtaat ggttttgctt ycatgcttgg acttgtaatc a 
<210> 2737 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2737 

gtgttgtggt gttttctctg rgatcaatgg tcaaaaacct t 

<210> 2738 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2738 

aagcttagaa gtgataaata ycaaaacaat aatactatac t 

<210> 2739 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2739 

aaacaataat actatactgg rtagactatt agtacaagac t 

<210> 2740 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2740 
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acggagtccc tatggtggga rttcccatgt ttgctgatca g 41 

<210> 2741 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2741 

tttttaaaat tcagaaactc rgttatggtg tattcttaca a 41 

# 

<210> 2742 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2742 

ttttaaaatt cagaaactca rttatggtgt attcttacaa a 41 

<210> 2743 
# <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2743 

atcatattca ttaccctccc kctattattg tattttgaat c 41 

<210> 2744 
<211> 41 
<212> DNA 

ttilE#2 005-3054255 
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<213> Homo sapiens 
<400> 2744 

aatttagtgc tttttcttaa yggaagtaac ctgcttaaaa a 41 

<210> 2745 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2745 

taattgactt ttattaatac rtacatgttg tataagtcat a 41 

<210> 2746 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2746 

tagactatta caaagttgtt rgttgctgac aattttgttc a 41 

<210> 2747 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 2747 

gaatccaggc tggaactttt ttccagacac aaaccaaaat 40 
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<210> 2748 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2748 

atacagacac tgtccttttc rtcacaaaca tacagatgtg t 

<210> 2749 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2749 

agctcacaca gtatcaaaat yatttttgga aaaattatgc t 

<210> 2750 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2750 

acttttttat gtctacattt satcatactg tgttaagcat a 

<210> 2751 . 
<211> 40 
<212> DNA 

<213> Homo sapiens 



#® 2001-256862 



<400> 2751 

tgcaagaatt atattttctc acgtaactat ggccttaaac 

<210> 2752 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2752 

gctatatttt tggtcataca rtgttgtttg ttttcctgtc a 

<210> 2753 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2753 

aaggagttta acaaaaacac rtctcccatc ctgtttccaa a 

<210> 2754 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2754 

aatctagaaa ataattatca yttttataaa atttttagtc a 

<210> 2755 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents tat or deletion 
<400> 2755 

ctcccaatta gattgattag ngagttcctg gggttactgg t 

<210> 2756 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 14 to 17 repeats of ac 
<400> 2756 

aatacattct tcccccttca natgcttact ggcctattta t 

<210> 2757 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents 16 to 27 repeats of a 
<400> 2757 

aaacttagaa acctctattc ngtaaagaaa atggcagaga a 41 

<210> 2758 
^ <211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2758 

0 attcaatgca actttttttt ngtaatggca gaattagaac a 41 

<210> 2759 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 



miiE# 2005-3054255 



#11 2001-256862 



<223> n represents 8 to 10 repeats of a 
<400> 2759 

ctgttaggaa acaattggtt ncttttttga gttgacaatg g 

<210> 2760 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 11 repeats of gt 
<400> 2760 

ttgtgtgtat gtgtatgttt ntattttaat gaattaatat c 

<210> 2761 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents aa or deletion 
<400> 2761 
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gcttagtata ttatatatat ngtctatata tatagcttag t 

<210> 2762 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2762 

caatatttat gtcatttttt nctcacattt actctgtttc c 

<210> 2763 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 8 to 12 repeats of ac 
<400> 2763 

agacagacag acacacaaac ntcaacacat gtaaactact c 
<210> 2764 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2764 

tatcttcaat gaaaataaaa ncaaaaattg tctaatttct g 41 

<210> 2765 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2765 

acagagtaga tgttcaataa rtatttgttg tatctgtgag a 41 

<210> 2766 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2766 

tagtgcagcg actatgcctt ratgtgtgtg tgtttgggat t 41 
<210> 2767 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2767 

aaatgtgtgc ctgtatgtta yacatctgta catatatttc c 41 

<210> 2768 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2768 

acaaacacaa ctcaaagtat rtgtgttatt aaaagtagct a 41 

<210> 2769 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2769 

ttgattcagg caagttagtc staaatggct ttgagagact t 41 

<210> 2770 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2770 
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caacataaca ataatttcct rtaagaaaaa tggccatttt g 

<210> 2771 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2771 

gtttagcaag gttagatatt ratgtggatg ttaagacaaa a 

<210> 2772 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2772 

ttgctagaag ctagtaggac yagctttata aatacagaga t 

<210> 2773 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2773 

aactagttag gcaacccatg ygttttaggg gaaaagcaat g 

<210> 2774 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2774 

gcaacccatg tgttttaggg raaaagcaat gaggtcatga t 41 

<210> 2775 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2775 

atagtttgct cttaagaata yactctgaga aggtttatag t 41 

<210> 2776 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2776 

ttatgctccc gaggagttag ytctctaaat gcataaggag a 41 

<210> 2777 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2777 

aaagactggg agcacttccc ratgacaaat actagactag a 41 



tBliE#2 005-3054255 



#fl 2001-256862 



^-v : 893/ 



<210> 2778 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2778 

ttacctcata ttaacaccta atattgccac atatcctacc 40 

<210> 2779 
q <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2779 

aaaaagttat atagaaatat ragtgtcact cctttctagt t 41 

<210> 2780 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<400> 2780 

gtctactagt gttcaactcc yttagatctt agcctgtatc a 41 

<210> 2781 
<211> 41 
<212> DNA 

<213> Homo sapiens 

mtE#2 005-3054255 



#11 2001-256862 

<400> 2781 

aaagcctaag aaggatgcag ygcaatagcc tatgtgagaa g 

<210> 2782 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2782 

tatggtttgc aaaaaactta ytcgtatatt tgtttttttc a 

<210> 2783 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2783 

caggaaatga agttgcactt ycctctctag gagcaatgct t 

<210> 2784 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2784 

tcagttttgt caatttacac ratggggatt tgggaccttt t 

<210> 2785 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2785 

aatgaataga ctttgagtta ytggattttt agtggataaa t 

<210> 2786 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2786 

tgaatgtcac attttttaaa rtttgtgttc cttatctcat a 

<210> 2787 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2787 

ttttattctg gattcatgtt ygtggaaatt gcagtagtcc a 

<210> 2788 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2788 

tccacaatga tgagtagagt rtcttggcac agttggcctt c 
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<210> 2789 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2789 

agtgtctgaa ttataagcca rttttatagt tggttgggac c 

<210> 2790 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2790 

aaagtgaaag gaaattaaaa stgagaactt gagcctgaat g 

<210> 2791 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2791 

tagaatgtac caaatgaatc rgcatctctg aggatgggac c 

<210> 2792 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 2792 

tgaaatcttc tttatcaact ygattttcct ccagacttta c 

<210> 2793 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2793 

gcaaactcct aagttgaagt sttttaggat attttttgac t 

<210> 2794 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2794 

tcatattttg tattttaaag rttatctggg ttttactgaa a 

<210> 2795 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2795 

tattcttctg agataaatca ytgaaggagt ggctatgtgg t 
<210> 2796 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2796 

ttcactccta ttcctcgcta yttttcttcc ttatttctta g 

<210> 2797 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2797 

ttcttcttct tttggagctc waaagtagag ttcagttaat c 

<210> 2798 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2798 

atcatcactg catgagagtt rgaattatct aactttgtga t 

<210> 2799 

<211> 41 

<212> DNA 

<213> Homo sapiens 



<400> 2799 



#SI 2001-256862 

tttcttttat ttacaaactt rtttactttt caggtgtatg a 

<210> 2800 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2800 

ctatcagaac aatattatta ktattatttt ttattacact t 

<210> 2801 

<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 2801 

tatgttttga taaactttgc gtacaaataa agaaaattga 

<210> 2802 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2802 

tacaaataaa gaaaattgaa rtatttccaa ataaatcaag t 

<210> 2803 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2803 

tctctggtct ccaaaatcat rtattttctc cctctttaca t 41 

<210> 2804 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2804 

atatattttc tccctcttta attttgctga aacaatcttc 40 

<210> 2805 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2805 

gtctttaaga acctaaaaaa ctcttaactc aaaataataa 40 

<210> 2806 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2806 

agtgactaaa gtttttctta aaacaagtgt ctgaatcaaa 40 
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<210> 2807 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2807 

aatacactat ggttatttat rtgtactata aatggagtga g 41 

<210> 2808 
0 <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2808 

atttcctaaa tgatcagatg yatcatatga aaaaagaaag c 41 

<210> 2809 
<211> 41 
<212> DNA 
0 <213> Homo sapiens 

<400> 2809 

aggtgactga cataaatggg rgcagaggac ataatgaggt t 41 

<210> 2810 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents a 
<400> 2810 

attttctaat ctgtattaaa ngcgttccag gtatttttgt a 

<210> 2811 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2811 

attttctaat ctgtattaaa gcgttccagg tatttttgta 

<210> 2812 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents aa or deletion 
<400> 2812 

tgatctttaa tagcggggaa ncaggcaagt acgctatagt t 
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<210> 2813 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ca or deletion 
<400> 2813 

attgagtcag gaaaccaaaa ngtttcaaaa atttgaaaaa t 41 

<210> 2814 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

^ <221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 2814 

aatgtcatgt cttttttttt naatgcagag tgtacaaagg a 41 

<210> 2815 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents tgtgtg or deletion 
<400> 2815 

attgtatgtg catgtgggtg ncatgattgt ctttgtgata t 

<210> 2816 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2816 

ggataaggca acccctatgt rtcactgctg caggagaggg a 

<210> 2817 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2817 

aacataggaa tgtgcagagc yctgtgggga ttagagaaga g 

<210> 2818 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2818 

tgatgatgcc agagctttga kcattggtgg gtatagaaac a 

<210> 2819 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2819 

tctttcagac ttcaaaggcc rtgatatttc atcagagctg t 

<210> 2820 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2820 

tgcttattta acaggcataa kctttggtct cctgagccag a 

<210> 2821 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2821 

tatgtgcata tgtgtataca rgtaaaagtg tgtatatatg t 
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<210> 2822 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2822 

aatcatttga aatttaagaa raaaatatgt tcagagaaaa a 

<210> 2823 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2823 

gtgaaatgag gaacaaagtg yccacctttt tttcctgaat a 

<210> 2824 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2824 

agagagatgt gaaatagtat ktttctgggg aagtagggga a 

<210> 2825 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2825 

ttgttagtag aaagaaaatc raagcctaaa actaaaggaa g 

<210> 2826 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2826 

ttgctattat ataatttttt waaaaaaaga tttcctaata t 

<210> 2827 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2827 

tgctattata taattttttt waaaaaagat ttcctaatat t 

<210> 2828 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2828 

ggaaaaaatg gggtgaaatt watcaaaggg cagcttatta c 

<210> 2829 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2829 

acattatatt ctatataaaa kagtcagttg aagtaaaaag t 

<210> 2830 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2830 

tctgtctttc ctacttttgt ktccagcatt gacctagcag a 

<210> 2831 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2831 

tgattaagta tttctttggc raaatttttg atgcttaata g 

<210> 2832 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2832 

ttgagtaaca tttaggccaa rtggcagtca taaggaaaaa g 
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<210> 2833 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2833 

agaggaatta atcataagag ktttatttgg ctaaagtgac a 

<210> 2834 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2834 

gttagttaat aacagaaaaa wtatcagaaa ttttaaaaaa t 

<210> 2835 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2835 

ttctaaaata agtaagctaa wtattctata ttatactact a 

<210> 2836 
<211> 40 
<212> DNA 

<213> Homo sapiens 
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<400> 2836 

ttgtataaga gatacaaaac aattcctact aggggaaata 

<210> 2837 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2837 

ctaggggaaa taaagcttca staaggaggt ggcattaagc t 

<210> 2838 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2838 

atggagagaa gcagcagtgt rccacagata aatgaagtga g 

<210> 2839 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2839 

ttcaaaagct gtatttctca ytagtgcttt ttgtgaataa a 
<210> 2840 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2840 

tatatacaca atacctgtcc rgaagatgtg gtataagcca a 

<210> 2841 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2841 

tatcaatact tatgaagaga rctaactatt ctaactaggg a 

<210> 2842 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2842 

ttccccacct cctgttggtt stcctcttaa acttctcctt g 

<210> 2843 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2843 
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cctatctgca cataacatta yaaacttatg gcaattataa a 

<210> 2844 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2844 

acaaacttat ggcaattata raactcaata catattatac t 

<210> 2845 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2845 

gcccttgttc ctgttcctct rtacctgcct caactacata g 

<210> 2846 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2846 

ctggagacgg tagctcaaac ygaggatgaa aatagacatt t 

<210> 2847 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2847 

ggttatcaac tggggtaaat ktatctctca caggcaattt g 41 

<210> 2848 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2848 

tgctaaatat tctataatgc rcaaagaatg atgtaactga a 41 

<210> 2849 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2849 

ccctttaaat aggcagttac ttttgagaag atacccacta 40 

<210> 2850 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2850 

ttcatgatcc aaattgtggc racgtatttc caggcaacaa g 41 
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<210> 2851 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2851 

aggcaacaag atagaagaag raaagaataa gaagcaacaa a 41 

<210> 2852 
^ <211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2852 

aaaatagaca ttattccaag wtaccaagtt cccggttaaa a 41 

<210> 2853 
<211> 41 
<212> DNA 
Q <213> Homo sapiens 

<400> 2853 

ttcccggtta aaaatcccaa stataattac tgtggaagga a 41 

<210> 2854 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2854 

aaggaccaca atctagatca kcattgctct aaatatgcca t 

<210> 2855 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2855 

tatgccataa tatgtgacac ytttgcacct ggtatttcta c 

<210> 2856 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2856 

catctagttg aaatggatta sattttattt ttactacatt t 

<210> 2857 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2857 

attctaaaga aactaatatc rattcatcag aaaattcaac a 

<210> 2858 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2858 

taatcaaatt ttatcactca rtagagcatc acctgagata g 

<210> 2859 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2859 

ttaatataca cagttcgccc wttaacaaca caggtttaaa c 

<210> 2860 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2860 

acaacacagg tttaaactac rcgttttcac ttctatgcaa a 

<210> 2861 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2861 

aacacaggtt taaactacgc rttttcactt ctatgcaaat t 
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<210> 2862 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2862 

atataacttt get t teat tg yaaaaggcaa actgttatat c 

<210> 2863 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2863 

ttcattgcaa aaggcaaact rttatatcat ttaaagactt t 

<210> 2864 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2864 

agtcatgata aacctaatag rataaaacaa caaaaaagaa a 

<210> 2865 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2865 

acagataatt tttacttgtt ygtgcttttc tgtatgatat g 

<210> 2866 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2866 

ccttgattgt aataatctcc catgccaaga gtggggccag 

<210> 2867 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2867 

ttgattgtaa taatctccac tgccaagagt ggggccaggt 

<210> 2868 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2868 

actgttctcg tggtaatgaa kaagtctcac aagatctgat g 
<210> 2869 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2869 

ttataaatga gagttcccct rcaaaagctc tcttgcctgc c 

<210> 2870 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2870 

ttgctcttcc ttcatcttcc rccatgattg tgaggccccc c 

<210> 2871 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2871 

gtcatacatg tggatatatg ygttcatggg taatatgctt c 

<210> 2872 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2872 
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gggagactcc catagtacca ytggggcttt cttacattga t 

<210> 2873 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2873 

ctttcttaca ttgatgattt ygctaaagaa ggacattctt c 

<210> 2874 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2874 

agaacaaggt accatgataa ygtctttcta agcacacatg c 

<210> 2875 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2875 

caaaataacc aaatgtaaaa wgtctccctc ccaaactgac t 

<210> 2876 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2876 

gtaatctcac atttctctgc rtttacactt ggtaaaactt t 

<210> 2877 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2877 

agtctcaaat taatagccaa ragcatgcct ttattgtaac c 

<210> 2878 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2878 

ctttaccaca tgacagaatg rcatgttctt agcaaataat a 

<210> 2879 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2879 

tttacatgtt caattttaga atatgcctta gagtagctac 



ijfjfl 2001-256862 



<210> 2880 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2880 

ttctcacgtc ctatctagcg ygattatgac ccttagttac t 

<210> 2881 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2881 

gtggaagaga attaggtttg yactttttag cagggagaaa c 

<210> 2882 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2882 

tcgggagaag tttctcccta ygtaattaga gtaatattta t 

<210> 2883 
<211> 40 
<212> DNA 

<213> Homo sapiens 
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<400> 2883 

atgtaattag agtaatattt ttttggtaat tatctatcta 40 

<210> 2884 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2884 

^ taagtaatgt aaattaggat kcatcagcat ttgacagtgc c 41 

<210> 2885 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2885 

tggagaacca ttgagagtca rtaaacaaag agaatgactt g 41 

# <210> 2886 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2886 

tgatcacaga tccaaatgac rtaatttcta ccatgaacag a 41 

<210> 2887 
<211> 41 

ttliiE# 2005-3054255 
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<212> DNA 

<213> Homo sapiens 
<400> 2887 

attttagtaa tacaggataa stataatttt cttgtattct t 

<210> 2888 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2888 

ttagaggtag tatctgtata rttggatctt ataatttagt g 

<210> 2889 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2889 

tgctaagatc tgagacaaac scttttgtaa ttataatcat t 

<210> 2890 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2890 

aggttctgta tgttttttaa yaaatgacaa agatatatta a 
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<210> 2891 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2891 

tacacttgtt ccataaaaaa ytcctctata ttattcctag t 41 

^ <210> 2892 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2892 

attaatagat tcaacgtgag sttcccttaa actttagcct a 41 

<210> 2893 
<211> 41 
# <212> DNA 

<213> Homo sapiens 

<400> 2893 

cttatataga aagaaatcca saaaactatt ttacctttta t 41 

<210> 2894 
<211> 41 
<212> DNA 

<213> Homo sapiens 

tBSE#2 005-3054255 
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<400> 2894 

aatatattag tttgaacaag ygagacttca ctaaatataa t 41 

<210> 2895 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2895 

gagacttcac taaatataat rcaatgtatt tgcagcactg t 41 

<210> 2896 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2896 

aacattccaa aacttttaat ygactcacag catgactttt a 41 

<210> 2897 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2897 

attccaaaac ttttaatcga ytcacagcat gacttttata a 41 
<210> 2898 
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<211> 40 

<212> DNA 

<213> Homo sapiens 

<400> 2898 

tccaaaactt ttaatcgact acagcatgac ttttataata 

<210> 2899 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2899 

aatgaaaaga agctggcaga ytgaaacata ctgaatgaga g 

<210> 2900 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2900 

tatatatata tatatatata yacacacaca tacatatatt a 

<210> 2901 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2901 



mi 2001-256862 

aattctgagt atcctatttc ratgtatcca atctgtggca c 

<210> 2902 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2902 

taaaaaaaaa aaaagtctgc ytttacagca attgagccaa g 

<210> 2903 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2903 

aacgaatcct ccaaattttt saacttttat ttaatcaaaa t 

<210> 2904 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2904 

tcaaggataa taaccaactt rtcaaaaatc agagataata g 

<210> 2905 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2905 

atttgtttac taatatggaa scttcttcaa gacatatttt t 

<210> 2906 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2906 

tcatcatgta tttccaggac wcctggcaag atgctcctca g 

<210> 2907 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2907 

atctccagag gtcctgctgt ytccccaaag tccactgacc c 

<210> 2908 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2908 

ataataaaac aaactgtagg yagaaaaaat gagagtactc a 
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<210> 2909 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2909 

tcttaataaa acaaatgagt rtcatacagg tagaggttaa a 41 

<210> 2910 
0 <211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 2910 

cagagtttga actataatac kaaggcctga agtctagctt g 41 

<210> 2911 
<211> 41 
<212> DNA 
4fc <213> Homo sapiens 

<400> 2911 

gcctgaagtc tagcttggat rtatgctaca ataatatctg t 41 

<210> 2912 
<211> 41 
<212> DNA 

<213> Homo sapiens 

ffitiE# 2005-3054255 
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<220> 

<221> modified base 
<222> 21 

<223> n represents a 



<400> 2912 

taattggcaa acataaaaaa ncaggtgtct caaagtcaca t 41 

<210> 2913 
<211> 40 
<212> DNA 

<213> Homo sapiens 



<400> 2913 

taattggcaa acataaaaaa caggtgtctc aaagtcacat 40 

<210> 2914 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> modified base 
<222> 21 

<223> n represents g 
<400> 2914 

gatcagcatt acaaccaaga natggagaat gacattcagg a 41 
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<210> 2915 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2915 

gatcagcatt acaaccaaga atggagaatg acattcagga 40 

<210> 2916 
^ <211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents actt or deletion 
<400> 2916 

O tgtgtgattc tatattactt ngtttcaaat ttctctccac a 41 

<210> 2917 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

tUliE#2 005-3 0 54255 
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<223> n represents ttta or deletion 
<400> 2917 

ttcaaatttc tctccacaaa ntttttctat taaattgtaa t 

<210> 2918 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 11 to 13 repeats of a 
<400> 2918 

acttatttaa aaattctttt ncaaaaaaca ggatttaaaa a 

<210> 2919 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 8 to 10 repeats of t 
<400> 2919 
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ttgccaagta attcaagtgc ngtatttaaa acaacttttc a 

<210> 2920 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 12 to 14 repeats of a 
<400> 2920 

ttcatgggat agtaagtgtt ncctctgtgc cactatcagt a 

<210> 2921 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents cttgta or deletion 
<400> 2921 

gtgaatataa attacttgta naattaaaaa aaaataagta g 



<210> 2922 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 10 repeats of a 

^ <400> 2922 

attacttgta cttgtaaatt ntaagtagaa taattaagag t 41 

<210> 2923 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
# <222> 21 

<223> n represents ctt or deletion 

<400> 2923 

ttctctaact ccttctactc natttcaagc agatgcaact g 41 

<210> 2924 
<211> 41 
<212> DNA 

<213> Homo sapiens 

tUtE#2 005-3054255 
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<220> 

<221> modified base 
<222> 21 

<223> n represents ctt 
<400> 2924 

aaattcttta tctacttttt nttccctctt tctctgcttt c 41 

q <210> 2925 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2925 

aaattcttta tctacttttt ttccctcttt ctctgctttc 40 

<210> 2926 
<211> 41 
• <212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 2926 

aacaagtgag acttcactaa ntataatgca atgtatttgc a 41 

miiE#2 005-3054255 
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<210> 2927 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 11 repeats of a 
<400> 2927 

agcatgacat ggtagagatg ngcattttta acatttgtta a 

<210> 2928 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents tgt or deletion 
<400> 2928 

tccatcttaa tataaaatgt nctactcaaa aggagaagtc t 

<210> 2929 
<211> 41 
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<212> DNA 

<213> Homo sapiens 



<220> 

<221> modified base 
<222> 21 

<223> n represents 24 to 27 repeats of a 
<400> 2929 

tacgagcact aggtatgatg ntatatatat atatatatat a 41 

<210> 2930 

<211> 41 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> modified base 
<222> 21 

^ <223> n represents 10 to 21 repeats of ta 



<400> 2930 

aaaaaaaaaa aaaaaaaaaa ncacacacac atacatatat t 41 



<210> 2931 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents 8 to 10 repeats of a 
<400> 2931 

aaaattattc accacaatac ncaaagtaaa gttatgaaca c 

<210> 2932 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 11 to 13 repeats of a 
<400> 2932 

aattctctta aaataatgtt ngtctgcttt tacagcaatt g 

<210> 2933 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 
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<223> n represents 8 to 10 repeats of a 
<400> 2933 

caattatact ttacctcttt nctaatttca aattcatata t 

<210> 2934 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2934 

aataggggct taataactct saaacttatg atttctcata t 

<210> 2935 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2935 

gaatttatcc tacagatatg rccacacaga aaatgacata t 

<210> 2936 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2936 

atgaaattag tttaaaaata rcaaccttaa ctatactcct c 
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<210> 2937 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2937 

acagacttac caacaaagaa ktatccttcc caaaatgtct a 

<210> 2938 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2938 

actcatggtt tgcaaattaa stttttagga aactttatct c 

<210> 2939 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2939 

ccattctggt gctttctttc rtgaaactat tttccatcag t 

<210> 2940 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2940 

ctcttattgc tcttcttcca ygttttaatc taaataattt a 

<210> 2941 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2941 

caggaaactt tcacaaagcc ctaattaatt taagctccct 

<210> 2942 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2942 

tggtttaatg taggagagtt yaccttcaca gttaaattac a 

<210> 2943 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2943 

aatgtcttgg gcatatttgc rttcatttgg ggcattcagt t 

<210> 2944 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2944 

atttgcattc atttggggca ytcagttcta ctagatacaa a 

<210> 2945 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2945 

gaactggaag tattttgaca kctttaccac atttcttcat g 

<210> 2946 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2946 

agaattttat ttttatactt rtaagtgggc agttaccttt t 

<210> 2947 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2947 

tcaatttcat gttgctctta yagttatagg tattctaaag a 
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<210> 2948 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2948 

taatcacgtc tataaagttt stgatattct ttaacaaaat t 

<210> 2949 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2949 

tattctttaa caaaattgat wtaagaacaa ataggaagaa c 

<210> 2950 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2950 

ggtttgaact gcacctgttc rcttatatgc agcttttgtc c 

<210> 2951 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2951 

tttaacagaa taaaaaaaaa wattttgtaa cgacaaaaga a 

<210> 2952 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2952 

atatgcacct taaaaataac stggattttt aaatatgtaa t 

<210> 2953 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2953 

taaatatgta atgtacataa kgaatattat gcatattttg t 

<210> 2954 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2954 

cattaataat cagaataaaa ragaaattta gctcctattt a 
<210> 2955 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2955 

atccaactgg ggtttagatt kcctctttct gcctctcctc c 

<210> 2956 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2956 

gcctctcctc catctgcacc ytctcttttc ctcagcaaac a 

<210> 2957 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2957 

ctatgccctg taatctcaca yttcccttta tttaaaattg g 

<210> 2958 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 2958 
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tcgtgtctgt gttagcatat rataactcat cagggtttgt g 

<210> 2959 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2959 

ataacataaa tgagtaaaga rtatcaaggg caggaaatta g 

<210> 2960 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2960 

actactctcc ccatacacac yaaaactcat gtgctcccca g 

<210> 2961 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2961 

tcatctatgg aggactgcaa ycattatcat tatttcccag a 

<210> 2962 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 2962 

taacaaatga taccagccat satactattc tctggtaata g 

<210> 2963 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2963 

cctttatttt ttgagaacct rgtggatgat attaagacgt a 

<210> 2964 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2964 

cctggtggat gatattaaga gtatatagat cactgtaata 

<210> 2965 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2965 

aaaattatat atatacatat rtaatcttac ctaagtattc a 
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<210> 2966 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2966 

tgttttttta agggtagtga ygtgaatagt aaagcgaatt t 

<210> 2967 
<211> 41 
*<212> DNA 
<213> Homo sapiens 

<400> 2967 

agttgagcaa attgctctca rgtagcataa tgtcacttga a 

<210> 2968 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2968 

gtttattgat ccatttttta rtggatcaac attgtagtga g 

<210> 2969 

<211> 41 

<212> DNA 

<213> Homo sapiens 



ifflf 2001-256862 

<400> 2969 

atttattttg agcaaaggtc rcgactctct tagaaagcct c 

<210> 2970 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 2970 

ttattttgag caaaggtcgc ractctctta gaaagcctca c 

<210> 2971 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2971 

tgagcaaagg tcgcgactct yttagaaagc ctcacaaatc a 

<210> 2972 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2972 

atttgtaact ttaagtctta kataacttat atttacaaaa t 

<210> 2973 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 2973 

cagatattaa tatatatttt wttattgaaa tatgttattt t 

<210> 2974 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2974 

acaaaatttc tccatcttgt yatatcatcg ttgttctgca t 

<210> 2975 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2975 

aatttctcca tcttgtaata wcatcgttgt tctgcatttg a 

<210> 2976 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2976 

ttttttttga gatggagtct ygctctgttg cccaggctgg g 
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<210> 2977 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2977 

aagctccgcc tcccaggttc kccacccttc tcttaaagaa a 

<210> 2978 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2978 

tccttcttgt ttcaacttct rtatttccct ctaatctgcg a 

<210> 2979 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2979 

tcacagattt gatttaataa wtacttatca aatcttccta t 

<210> 2980 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2980 

cttgcccaat atcctaccaa ygtattatta aacggcatgg a 

<210> 2981 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2981 

tcctagtttc cttgaagata rgctacaact ttagtaaact t 

<210> 2982 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2982 

tccctggtcc tgtgttgtcc wgtagtgaag acctgaaaga g 

<210> 2983 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2983 

cctggtcctg tgttgtccag yagtgaagac ctgaaagaga g 



<210> 2984 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2984 

cccattttca tgagtggcta rgttttgtcc cgtttcaaac t 41 

<210> 2985 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2985 

ccattttcat gagtggctaa rttttgtccc gtttcaaact a 41 

<210> 2986 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2986 

gtattttgga aagaaaatgt rggtggaaga gaaatatttt a 41 

<210> 2987 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2987 
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atatacagaa tttcatacac yaatttctta aattcctaaa t 

<210> 2988 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2988 

taaatatttt agtttgagac ktctttaaat ataatggaat g 

<210> 2989 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2989 

tgtatttggc aaatgtattt kttaatattt caaaaactat t 

<210> 2990 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2990 

cagaacagaa attactcagc react tgggt gaatgcccaa g 

<210> 2991 
<211> 40 
<212> DNA 



S$m 2001-256862 



<213> Homo sapiens 
<400> 2991 

tttcttagaa ttattttgat tttcaataac atcattaata 

<210> 2992 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2992 

aaaaaactgc attttagtgg sttagctaga aaagatttgt c 

<210> 2993 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2993 

ggttagctag aaaagatttg kctcatatac acaataaatt a 

<210> 2994 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2994 

caacagagga tcaatgtaaa kgaaatctct taaattaaac a 
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<210> 2995 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2995 

ataaatatta atgttaaata ytaaagactg aatgcaatta a 41 

<210> 2996 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 2996 

taaaatgaat cggtaaaaca ktcatgtata aatcactgtc a 41 

<210> 2997 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 2997 

ataggcatat aatactcttt ttccctctgt atatagggag 40 

<210> 2998 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 2998 

aacagctgtg gagcacaagg rgcttgtagg atatataatt c 

<210> 2999 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents tatc or deletion 
<400> 2999 

atatacataa catataccta ntatgttatg tgtctgctta t 

<210> 3000 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents atattcacttggtatctg or deletion 
<400> 3000 

agcatcagca acaattaaaa ntagtttaat aatggaccaa c 
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<210> 3001 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ttta or deletion 
<400> 3001 

tattcacttg gtatctgtag nataatggac caacatcaac a 

<210> 3002 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t 
<400> 3002 

cctgttcgct tatatgcagc nttttgtcca accaaacaga a 

<210> 3003 
<211> 40 
<212> DNA 
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<213> Homo sapiens 
<400> 3003 

cctgttcgct tatatgcagc ttttgtccaa ccaaacagaa 

<210> 3004 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g or deletion 
<400> 3004 

tataactttc tctttataaa natgcaaaat gttatagcat t 

<210> 3005 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 3005 
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aaaaataaat gaagtggagg naaaaaaatg atttcaagtt t 

<210> 3006 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 11 repeats of a 
<400> 3006 

acatccatgt ttaacagaat ntattttgta acgacaaaag a 

<210> 3007 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g or deletion 
<400> 3007 

gagattgttt aaccaaatta ngaaactatt attcaacaca c 



<210> 3008 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 4 to 5 repeats of at 

0 <400> 3008 

ttttatatat gaattaaaat ncatatataa tcttacctaa g 41 

<210> 3009 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
• <222> 21 

<223> n represents 7 to 8 repeats of t 

<400> 3009 

attttctata ttatgaactg naagggtagt gatgtgaata g 41 

<210> 3010 
<211> 41 
<212> DNA 

<213> Homo sapiens 

ttilE#2 005-3054255 
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<220> 

<221> modified base 
<222> 21 

<223> n represents 19 to 23 repeats of t 
<400> 3010 

tagtgtgcca cccttctctc ngagatggag tctcgctctg t 41 

0 <210> 3011 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 

# <400> 3011 

ttctttctta actcaaaggc nttttttttt ccatgtgaca c 41 

<210> 3012 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 



tBIE#2 005-3054255 



#SI 2001-256862 



<222> 21 

<223> n represents tgat or deletion 
<400> 3012 

aaaaatctta aggcacacac ntgacagttg ccttgattgt a 

<210> 3013 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 8 to 10 repeats of t 
<400> 3013 

aaataaattg ttggcatcta natttttcta agggtcgctg t 

<210> 3014 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 



#SI 2001-256862 



<400> 3014 

gagaaaagcc tgatgccttt naaaaaaaat gaaacacttt g 

<210> 3015 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3015 

gcagctcgga ctcagctccc rgagcaaccc agctgcggag g 

<210> 3016 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3016 

gaaggcctca gcccccagcc rctgggctgg gcctggccca a 

<210> 3017 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3017 

caatagaaca accttttctc rggctcatgc cgccctgacc c 

<210> 3018 
<211> 41 



iff II 2001-256862 



^- V : 966/ 



<212> DNA 

<213> Homo sapiens 
<400> 3018 

ttctctggct tcccccactc mgttctccag cctgcctgct c 41 

<210> 3019 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<400> 3019 

gagacttccc atgataacct yccagggctt cacccccaaa c 41 

<210> 3020 
<211> 41 
<212> DNA 

<213> Homo sapiens 

# <400> 3020 

gaaccagatg cccccagcct ygactcagtc ccagtctcca c 41 

<210> 3021 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 

ltiSE#2 005-3054255 
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<222> 21 

<223> n represents 13 to 15 repeats of a 
<400> 3021 

ggaagatggg ggcctttgtt ngtacatgga gaaattaact g 

<210> 3022 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modified base 
<222> 21 

<223> n represents 12 to 15 repeats of t 
<400> 3022 

aataggttga ggaggagcag ntcaagagtg tggagggggc a 

<210> 3023 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3023 

ttgacctcca aaagtgtttg rattacaggc atgggccatt g 

<210> 3024 
<211> 41 



#11 2001-256862 



^-v : 968/ 



<212> DNA 

<213> Homo sapiens 
<400> 3024 

gtgtgtgtga gcatgcatat mtgtgtgtgg tggggagtgg g 41 

<210> 3025 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<400> 3025 

ccacatccat cattcgagac maactcgtct cagctgccat g 41 

<210> 3026 
<211> 41 
<212> DNA 

<213> Homo sapiens 

• <400> 3026 

cacatccatc attcgagaca mactcgtctc agctgccatg a 41 

<210> 3027 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3027 

actagactgc tagtgtcctc yggtgagccc agtcccatag g 41 

tBtI# 2005-3054255 
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<210> 3028 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3028 

ataaatgtgt acatgagtgt rtgaacacaa atacataagg t 41 

q <210> 3029 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3029 

tgtagcagcc cacatcgcca rtgttcacac ctgagagaga g 41 

<210> 3030 
<211> 41 
# <212> DNA 

<213> Homo sapiens 

<400> 3030 

ctgtgtcaga gacacagaca sggaggtcct ggctgcccca g 41 

<210> 3031 
<211> 41 
<212> DNA 

<213> Homo sapiens 

tHiiE#2 005-3054255 
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<400> 3031 

ttcctgagag gcaaatcccc ytcccctact cgggaggtgc c 41 

<210> 3032 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3032 

cctgcccaca gctctggctc rtcttgcccc agtgccatga c 41 

<210> 3033 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3033 

cctgtccacc actgtcgccc rccccacaat gcctccacag g 41 

<210> 3034 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3034 

gcaccaagac ccttggcttc ytcccactca gagtccaagc a 41 
<210> 3035 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3035 

gctcatcctc tctggtcctt ktgccccagc acaggttcct c 

<210> 3036 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3036 

tctgctccac ccgtgcaccc scaaagaggc aaagagctgg g 

<210> 3037 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3037 

tggcgttggc tgcagttaac wgtgtccatt cccttcttcg t 

<210> 3038 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 3038 
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tcgaagtaca aaggaaagtt yaaagagaag cctgagcctg g 

<210> 3039 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3039 

gaccaatggg tttcagactc raagacaaaa attatgttta t 

<210> 3040 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3040 

gcccacgtca gacatgacca rtcaatcaca gcactttctc c 

<210> 3041 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3041 

attgtcctgt cctctaccca rgggagccat cctttatgaa c 

<210> 3042 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g 
<400> 3042 

tacatttggt ccccaggggg nagcggctga tcaggagaga a 

<210> 3043 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 3043 

tacatttggt ccccaggggg agcggctgat caggagagaa 

<210> 3044 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 3044 



2001-256862 ^- v I 974/ 

tctgacttgg actgggcaaa ngtatggtgg tatctggata g 41 



<210> 3045 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 3045 

cagggatcct cattctgagc scgaggcgag ggggactcgc a 

<210> 3046 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g or deletion 
<400> 3046 

cggtcccgac tgccgcgggg naaggcgtcg gaaccgctta g 



<210> 3047 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 
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<221> modified base 
<222> 21 

<223> n represents 11 to 13 repeats of t 
<400> 3047 

ttttgaactg aagaacttac nataacgaac gttgacatct t 

<210> 3048 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3048 

gcatgcagct tagaagtttt rttttatgag ggtctctaac c 

<210> 3049 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a or deletion 
<400> 3049 

ggtacgtttt tcagaattta ntttggaagc tcttccagtt c 



<210> 3050 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3050 

tcagctcttt agtgagactt staaattttc taagacaagc a 

<210> 3051 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 11 repeats of t 
<400> 3051 

agcatagtgg acaagcagta naaacgtgaa gagcagaagc t 

<210> 3052 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3052 

tactgtaaga caatatgtta ytgttttttg tcttgctaaa c 



<210> 3053 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3053 

ttgggaccca catagagtca ytacttaaaa taaatgacca g 

<210> 3054 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 3054 

aggaatgtgc tttttaaaac nagatggtgt tagtcaagga g 

<210> 3055 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3055 

gacttttata attttgtata rctgatatta taggaataca c 



<210> 3056 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 3056 

aaagagttat gttttttttt nctgcatctg atattatatg g 

<210> 3057 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3057 

ttgtcttttt atttattcat ytaaacttct gttttctggg g 

<210> 3058 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3058 

ccttccaaac ctttacttaa sattgtctgt tttggtcata a 



<210> 3059 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3059 

cataaattgt cagtcaaact rcatgttaat agaggacttc a 41 

<210> 3060 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 3060 

aggacttcag gttttttttt naaatacttt ttcataacta t 41 

<210> 3061 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3061 

cccttccact acatgggcct rtgttaccat gtggaattat c 41 
<210> 3062 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3062 

aactccaggt tgcaaataga ygtttctggt attttaagta g 

<210> 3063 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3063 

ttttgaaagc cctcctagca kttctttaat ttctttattg a 

<210> 3064 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3064 

agataaattg atgaattatt yactctgtgc tgctgataga t 

<210> 3065 

<211> 41 

<212> DNA 

<213> Homo sapiens 



<220> 
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<221> modified base 
<222> 21 

<223> n represents aaga 
<400> 3065 

taaaaagaat ttctaaaaga nccttttttt tgaataactc t 

<210> 3066 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 3066 

taaaaagaat ttctaaaaga cctttttttt gaataactct 

<210> 3067 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3067 

ctgaaataga aacctttcag wgtaccttgc agagcagtga a 

<210> 3068 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 3068 



mW. 2001-256862 
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41 



<210> 3069 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents aaaa or deletion 
<400> 3069 

tctaaaaaaa taaataaata ngagaaaatt aagtttaaga t 41 

<210> 3070 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3070 

actcatttat tggttcaaag scttcttcaa ccttaggata t 41 

<210> 3071 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3071 

tBBE#2 005-3054255 
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ttggttcaaa gccttcttca rccttaggat atgcattgag g 

<210> 3072 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3072 

gtttgagaca ttaacttcta rttcaactga agatgctagt t 

<210> 3073 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 11 repeats of t 
<400> 3073 

gaagagcaca gtagaaagac naaccctagc aatactattg a 

<210> 3074 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 3074 
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atcagtacaa tgtgttgggc rtacaacact taatttaaaa t 

<210> 3075 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3075 

taatacaaat catttgaagc rtttactatt aaaaaaacaa a 

<210> 3076 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3076 

ctttgagcac ctactgcatt wtaagtgctg ttaagatgtg g 

<210> 3077 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3077 

ttaatcacct caatctttaa ygaatttctt gatttttctt t 

<210> 3078 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 3078 

aatcaggata tggggggttc rttctttatt ctgccacaaa t 41 

<210> 3079 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3079 

cattttaaaa tagtgcttta rtaggacttg gctgttaaag t 41 

<210> 3080 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3080 

^ tggcataggt ttaaaaatgt ytgttgtagg actcttttcc a 41 

<210> 3081 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

tBSE#2 005-3054255 
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<223> n represents a or deletion 
<400> 3081 

taaagaagga gaaaaaaaaa nctaatctga gactttgcag g 41 

<210> 3082 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3082 

ggatgatgct acccaaggaa ytgcacactt ccagacagta c 41 

<210> 3083 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3083 

0 tcactccatt ttttaactgt scttcctaaa tgtgtggtta a 41 

<210> 3084 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3084 

tctttgttac acttcttaaa ycggggtatc agataatctt c 41 

mtE#2 005-3054255 
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<210> 3085 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3085 

gaataaaagg atagggacat kggtaagacc actttttccc t 

<210> 3086 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3086 

gcctctcaat tttctcatgt ktaatagaga gaaaaccctg c 

<210> 3087 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3087 

gactgactgg ttcataagtt sagaaatttc actgtggtgc t 

<210> 3088 
<211> 41 
<212> DNA 

<213> Homo sapiens 



#112 001-2568 6 2 

<400> 3088 

tgttattacc atagtagttc ygtaacactt ggccgttgac t 

<210> 3089 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3089 

ttaacctctc ttgagtaaaa rgaatccttc agaaccagag g 

<210> 3090 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3090 

gtaaaaggaa tccttcagaa ycagagggga tggtacggac c 

<210> 3091 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3091 

catacacttc tgctccgttt kccctgtcat tctgtgagcc a 

<210> 3092 
<211> 41 



#H 2001-256862 

<212> DNA 

<213> Homo sapiens 
<400> 3092 

tattcatact gtgaaaaagg wgtttcatgg tgaagaaatt c 

<210> 3093 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3093 

ccacacctaa atgagattcc ygttttaaac actctcaagc t 

<210> 3094 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3094 

tgcacatata tactcattgt rgtttttact aggaactaga c 

<210> 3095 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3095 

ctaggaacta gaccaaactg rcagtactag aaatcttttt a 



#11 2001-256862 



<210> 3096 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3096 

cattgtgcta gattaggtgc yggggtaggt atgaaggggc a 

<210> 3097 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3097 

ctccttgccc tcctgaaaca yataagatct actctttgga a 

<210> 3098 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3098 

gattatggct gattttcagt ktctttttaa tatttttctc t 

<210> 3099 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 3099 

tctatatttc tcgaacggcc rtgaattact ttcataatct a 41 

<210> 3100 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3100 

ttggtcccca ctccacctgt satttcatta ttaaaacaac a 41 

<210> 3101 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3101 

ctctatttgg cctaacggta ycttggtttt cttttacttc c 41 

<210> 3102 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3102 

ttgggtcata agagctctct scatggtgtc tcaaacagat g 41 
<210> 3103 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 11 to 13 repeats of t 
<400> 3103 

tttgtctctg catacttggc ncacagtgaa gtctggaata t 

<210> 3104 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3104 

aataggatac aaatacacaa wgatagtgat tcagatccta a 

<210> 3105 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 3105 

taaaatcgtt tttattgtta ytaggtatat aaaatttgct a 
<210> 3106 



#SI 2001-256862 



<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3106 

tctgatttta tcactgttta yagattgctt agtcatactc a 

<210> 3107 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3107 

tgttagcctg tagctaaatg yttttcaaat atgtgaacgg t 

<210> 3108 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3108 

atgaggtccg acttttaaga yttttgtcta cattttcttc c 

<210> 3109 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3109 



mm. 2001-256862 

tattgatgga gttcttttta kaaatggact tttaccttct t 

<210> 3110 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3110 

gcatttgggt gtctgagaga yatatccaga aatatgctat g 

<210> 3111 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3111 

tttcaagttt atttctgttt kttttttttt tttttttttt g 

<210> 3112 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3112 

aatccaaaca tctgtacttt ktagtggaca agatttatgt c 

<210> 3113 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 3113 

gaaaagctac tttattcaaa rataaaagta ttttaagaaa a 

<210> 3114 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3114 

aagctggaga aaatactagg ytttcctcaa cagtgatttc c 

<210> 3115 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3115 

tttggagggg aactaatccc rtgacttcta ggttatctct t 

<210> 3116 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3116 

ttcacccctc attttaggtt rggggaggtg gcttgctaca g 
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<210> 3117 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3117 

cctcatttta ggttagggga rgtggcttgc tacagtttta g 41 

<210> 3118 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3118 

cgtgaatcat tcagtatttt rtttaaaaat accagtttga a 41 

<210> 3119 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents acta 
<400> 3119 

catgatttat tctctaacta ntgctaagtc aaagattctg c 41 
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<210> 3120 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 3120 

catgatttat tctctaacta tgctaagtca aagattctgc 

<210> 3121 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3121 

acaatgaaaa ttaagaaagg wgaagaggga agaagcagag a 

<210> 3122 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3122 

tacaagacac aggcatcttt ractagttta ctgggatctc t 

<210> 3123 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 3123 

ggctttgact tcggaaacct ktgggttata acaaagtact g 

<210> 3124 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3124 

gacattggtg aaaaccaggg ytgtttagga gtgtcctgtc c 

<210> 3125 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gtg or deletion 
<400> 3125 

catctgagat ttgccttgtg ntttaccgag ttagtgggtg c 

<210> 3126 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 3126 

gatacatgaa caatttgttt yatcctcatg atatctttca a 41 

<210> 3127 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3127 

^ taaaggccac aatgcagtga ytgaaatctc cagttacatt t 41 

<210> 3128 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3128 

tttccttagt ccttccatca ygaaactaaa gctgtcttcc a 41 

# <210> 3129 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 3129 

tttatatctc cacttttgat rggacactag caaaagatat t 41 

<210> 3130 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 11 to 12 repeats of t 
<400> 3130 

accatctcat tcagtgattc nccctccact tgttgccagg c 

<210> 3131 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3131 

ttttttttcc ctccacttgt ygccaggcag agctgctttc c 

<210> 3132 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3132 

cagattgctt gaatttcagc mccagcttgg aatttgcaga g 

<210> 3133 
<211> 41 



#IB 2001-256862 

<212> DNA 

<213> Homo sapiens 
<400> 3133 

gatttctgtg aaaattgaga rgatctggca acctggggct c 

<210> 3134 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3134 

ggcccctccc caggcaaagc rgtgagaaca tggctgtttc c 

<210> 3135 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3135 

tggagcgggc caagaggcgc rtagtgggga gtccctttga c 

<210> 3136 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3136 

aaccagtctg gacagatccc ytgtagcttg tgaaagtgta g 
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<210> 3137 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3137 

tagcttgtga aagtgtagga rgtgaagggc tggctcactt c 41 

0 <210> 3138 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3138 

tctgaaggcc tcgtgtactt yagtggggtg gggagggcca c 41 

<210> 3139 
<211> 41 
# <212> DNA 

<213> Homo sapiens 

<400> 3139 

aatttttgcc tctttttact rtcaatacaa cttgctaagt t 41 

<210> 3140 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<220> 

<221> modified base 
<222> 21 

<223> n represents tta or deletion 
<400> 3140 

ctatgtgctt atgattatta ngccaacaga acaatcagaa t 

<210> 3141 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3141 

ctaaatgtgg gtcactggga ygttaaccag gagagagaat c 

<210> 3142 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3142 

ctttacatct gtgcaagaga rggacaagga gcaaatcagc c 

<210> 3143 
<211> 41 
<212> DNA 

<213> Homo sapiens 



#11 2001-256862 

<400> 3143 

gtaaacttgc attgaaatgt rgaaagcagg taaaggaatg a 

<210> 3144 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3144 

tggggaatac caaaagcaac yaaagttcac cagaaaaggg g 

<210> 3145 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3145 

aaacttctaa aagaaatacc rtgccagtca gattatgtgc t 

<210> 3146 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3146 

catacattca acaaacattt ygtggagcac atgctactat a 



<210> 3147 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3147 

gatagggaag atcactgtga rctggaaaaa tctgggaaac c 41 

<210> 3148 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3148 

catcttgtct agattgcatg yttgtttgtt tgtttgtctc t 41 

<210> 3149 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3149 

ctacttaccc ccaaaacatg wtttctcttt cttaaatgac c 41 

<210> 3150 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3150 
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ccagagtgac tccagtatac mtcactgccc aggacccaca g 41 

<210> 3151 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3151 

cacttgaaag caaccataat ygtgaggttt ctgatgctgt a 41 

<210> 3152 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3152 

ttgctttaag cgaaatgaac yatacggaca ggagaacagc c 41 

<210> 3153 
• <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3153 

acaggaacac ttagacatgc racccactcc caccctccgt c 41 

<210> 3154 
<211> 41 
<212> DNA 

fctifIE# 2005-3054255 
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<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g 
<400> 3154 

cccaccctcc gtcttggggg naggaaagca cactactgtc c 

<210> 3155 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 3155 

cccaccctcc gtcttggggg aggaaagcac actactgtcc 

<210> 3156 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a 
<400> 3156 



#11 20 0. 1-256862 ^- v : 1008/ 

actgtcccaa agaactaata nctgaaccag tgctgccttg t 41 



<210> 3157 

<211> 40 

<212> DNA 

<213> Homo sapiens 



<400> 3157 

actgtcccaa agaactaata ctgaaccagt gctgccttgt 40 

<210> 3158 

<211> 41 

<212>. DNA 

<213> Homo sapiens 



<220> 

<221> modified base 
<222> 21 

<223> n represents cct or deletion 
<400> 3158 

ttaaagtttt aaaaaaactt ntaaaaacta ctcatgagat g 41 



<210> 3159 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 3159 
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catcccagga cttgctgttc scaggtgata aactgcacct c 



^-v : 1009/ 



41 



<210> 3160 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 3160 

aactgcacct ccccaggact mccgctgcac tcacatgcag c 41 

<210> 3161 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3161 

tttgggccgg gaacaatttt ycaaggttgt aaagccaaat t 41 

<210> 3162 
# <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3162 

acctgggata ttcctgaccc matctggttt tcttttaccc a 41 

<210> 3163 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 3163 

atagagactg gaagtcatca ygtgcagttc accgcttctg a 41 

<210> 3164 
<211> 41 
<212> DNA 

<213> Homo sapiens 

m 

<400> 3164 

cgtgctccac tgagctcctc kgtcacaccc cattcttgcc c 41 

<210> 3165 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3165 

♦ tgcagctgta aaaagaaatc ygtaaatggt gaccgtacta c 41 

<210> 3166 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3166 

cagtgttagc cagccgatat yggtcaaggc tgccccgctc g 41 
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<210> 3167 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3167 

ccattatccc ctttccccgg yctcagctgt gcactccagg c 

<210> 3168 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3168 

aacttacccc tctatccagc wctatccaga aggacaccag g 

<210> 3169 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents gga 
<400> 3169 

acggaggcct caaaacagga naaataagga gacccctccc c 
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<210> 3170 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 3170 

acggaggcct caaaacagga aaataaggag acccctcccc 

<210> 3171 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3171 

gcacagcttt tgtcaggagt ycgtgcctcc ggtctttgtt c 

<210> 3172 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3172 

gccttaactt tccccacctt kggcttctct tgatttttgc t 

<210> 3173 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 3173 

gtacaggatt tcaaaatact rtatatagaa accagacagt a 41 

<210> 3174 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3174 

cctgttgtct tggtgggtgc rcaacctttg ccagttaaag g 41 

<210> 3175 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3175 

agaggataga agtcccttct ratttagagg gcctctttct t 41 

<210> 3176 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3176 

tgaaaacata ttctttttga rtttagctga gtggcctgtt g 41 

<210> 3177 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 3177 

cctgagacac cttacagctc ygtcctgctt ccatgtcatt c 

<210> 3178 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3178 

tttcatcttt ctacaaatgg scccctcttc ctggctgcac t 

<210> 3179 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 12 to 14 repeats of t 
<400> 3179 

gcttcagagg tttttgtggg naacattcta tcaactttta a 

<210> 3180 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 3180 

ccaaaagccc tctcttttaa yatgacatta ataagacaat t 

<210> 3181 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3181 

caagatggat aagacgtcac ytaaggtcct tagcatgttg a 

<210> 3182 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3182 

ctctaagtaa ttcaattatg katgaccaaa ggataaggaa a 

<210> 3183 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3183 

cagggcctgg gctagctgcg ygaattggca tgtggttctc a 
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<210> 3184 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 16 to 17 repeats of t 
<400> 3184 

aggaaaggtt ttcttttttc natcaattat ttggacctgg a 

<210> 3185 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3185 

cgtgtgcaga gtaggcttgg rttttatctt gcccatgagt t 

<210> 3186 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3186 

actcggtaga gtcactcctg mctggtgtcc cacatccact c 
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<210> 3187 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3187 

accatggggt atgggaaaaa mgatcacggt cctggttttg t 

<210> 3188 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3188 

gctcagcttc ttgaccaagt kgttgtctat aggcagttga g 

<210> 3189 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3189 

ggcccggttg taggggagga katctccttt ctggcctttg a 

<210> 3190 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 3190 

ccacatgttc cccgggtgag rgtagctccc tcccagggta a 41 



<210> 3191 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3191 

gccagaagta gatgccccca rttcagctgc tgcattactg g 41 



<210> 3192 

<211> 41 

<212> DNA 

<213> Homo sapiens 



<400> 3192 

caagtcactg ggccgttagc stccgtgcct gcaccttgaa g 41 

<210> 3193 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 3193 

tcactttcca cagccacact rgccagcctg gccgagaagg a 41 
<210> 3194 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3194 

agagcccccc ctgactgttt scctaaggca ccattcccaa c 

<210> 3195 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3195 

ccactccctc tccaaatggt rctgccaatt cttcttctaa g 

<210> 3196 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g 
<400> 3196 

tagagaattt tcaggggggg ntcaaccaag agggagccaa a 



<210> 3197 



#JfS 2001-256862 



^- v I 1020/ 



<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 3197 

tagagaattt tcaggggggg tcaaccaaga gggagccaaa 40 

<210> 3198 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3198 

aacagctggt gatgagccaa ktttccactt tcctttggtg a 41 

<210> 3199 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3199 

ggggcgtgtt atttgacacc ygtgagcttt tcctttgaca g 41 

<210> 3200 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3200 
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gatgctgtta ctctccttgg rgacagacac tgccctgtgg a 41 

<210> 3201 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3201 

aagagccaca cagaaccacc sccctactgg gctgttggaa t 41 

# 

<210> 3202 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 3202 

cacctgtaag tggagcggct yagaccaagg atcccaggat g 41 

<210> 3203 
• <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3203 

gagaaaggac aggaggagga yacaggctct caggaaggaa a 41 

<210> 3204 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 3204 

accattctta tccactaagc rtgtccccca agatcttatt c 41 

<210> 3205 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3205 

cgcctccctc gcccctcccc mtccagtgga cttggcagtg g 41 

<210> 3206 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3206 

atccccctgg tgtgtgtgaa mccatggtgc ttgtctaggg g 41 

<210> 3207 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3207 

gcctacaggg tccctctccg ygaaaggaat gctgacctgt c 41 
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<210> 3208 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3208 

actgaggcat gggaggaggg sgctattccc agggcagaag g 

<210> 3209 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3209 

ccagacggag agagcctggg rcaggagaat gtatctccag g 

<210> 3210 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3210 

ttgacttttg aggccagata yaccgatttc ttccaagaga a 

<210> 3211 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 3211 

taaacaatgt gttcctacgg rctctccagg gagtgtggag t 

<210> 3212 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3212 

caaacagggt ctgccagatg rcatatgccc agcagccagg g 

<210> 3213 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3213 

agcagccagg gaggacctgc sgttgggcga agcccctgtg t 

<210> 3214 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3214 

cttttggccc ctcagggagg rgaagagcag ctcagcagca t 

<210> 3215 
<211> 41 
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<212> DNA 

<213> Homo sapiens 

<400> 3215 

ttcttagttc ctcatgtttc yctctagaat gttttcgtgt g 

<210> 3216 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3216 

gattggtcaa gtggcatgca yggtttatgc cctctctcct g 

<210> 3217 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3217 

gggtgcgctt ttgacaactg stcagtagcg tgttcacaag c 

<210> 3218 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3218 

tggaatgcgg gggctcagcc rtggaagaca aggggctctt c 
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<210> 3219 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3219 

tgccaaagag gaggtacaag rgggctgtgg caaggctacg a 41 

^ <210> 3220 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 3220 

ctctctgatt ttctaacaca mccggtcccc gagtcagtca t 41 

<210> 3221 
<211> 41 
• <212> DNA 

<213> Homo sapiens 

<400> 3221 

gtgggttttg ccaggaatca rttcaagaac ctgtggattc a 41 

<210> 3222 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 3222 

aatattgtgt cat tec t tec sctggtagtt attatggaaa c 

<210> 3223 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3223 

cagtgecagg agecaggggg ycttctccag atgactctga g 

<210> 3224 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3224 

ttgtttacat tgtatattat rtaccaagcc ctgtctcagt g 

<210> 3225 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3225 

agggctccag tacctgtgcc kgtggcccct gtgctgtact g 
<210> 3226 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3226 

cagtgccagg agccaggggg wcttctccag atgactctga g 41 

<210> 3227 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3227 

ctccaatctg ctgacacccc rtccccccca caccgccgct c 41 

<210> 3228 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3228 

tctgtgctaa cgtctgcttc yctcatgccc cctaggctgg c 41 

<210> 3229 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 3229 
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gggctccttc ctcaaacatc sgacggcgga atgtggcaga t 

<210> 3230 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3230 

ataggttgtc tgtgaaatcg yagtcctgcc tggggaggga g 

<210> 3231 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3231 

gtgagcagga aactgtagga raaggatatt ttccctcatt t 

<210> 3232 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3232 

gcctcccagc taccccaccc rcctcaggag gggtcattcc a 

<210> 3233 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 3233 

aacctagggt gctgagaatc ygggtgggat taccagcaaa a 

<210> 3234 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3234 

acaccacgcc ctgcaaattg ytgggaactt gtcggtggca a 

<210> 3235 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3235 

caggagccct gcggctgccc sggttctgtg aaatggcagt g 

<210> 3236 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3236 

cgcagcgcca ggactggccc sccgaggatc tggccggccg c 
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<210> 3237 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3237 

ctcaggggct gcgctggagt yccagctcca gccactgcgc t 41 

<210> 3238 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3238 

cagatttttc ttaaggtgca stagccactg aggatatttt t 41 

<210> 3239 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3239 

caattatggt ttatcttagg racatgttta tagagatagt a 41 

<210> 3240 
<211> 41 
<212> DNA 

<213> Homo sapiens 



tiiliE# 2005-3054255 



a&m 2001-256862 

<400> 3240 

atagtattct tacttagctt rcattctaaa ttttgttccc t 

<210> 3241 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3241 

gtggcattag ggtcctggag ragggctata gagaagccca g 

<210> 3242 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3242 

gaggaggaga ccggagagga sagccagtcc agtcagggcc c 

<210> 3243 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3243 

gtcctactct aacttccact rccgctgctc tgggcagcac a 

<210> 3244 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 3244 

gggcccgttc aatagacaag saaggctaaa ggcagggact g 

<210> 3245 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3245 

taggattcta tttctctctc yttcactcgt tgattctcct t 

<210> 3246 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3246 

gtgctctgat aggctgtctc mgtcacatgc ttcctgctgg g 

<210> 3247 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3247 

ggtcacatgg cctgagcggc rgggcggctc agtcacctgg g 
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<210> 3248 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3248 

gagggctgct tgcccctgcc sgaggacagg ctggcaggga c 

<210> 3249 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3249 

ccctggggag cccttgctgt ktgggcgcag caggaagagc a 

<210> 3250 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3250 

tccctcaggc tcttgctcac rtgggcccag actccttggc t 

<210> 3251 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 3251 

ctggggctgg gaaggaggca rggtcctatt gctggggata g 41 

<210> 3252 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3252 

ggcagggtcc tattgctggg ratagcaacc cactggatct c 41 

<210> 3253 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3253 

aaagcccaca gggagataag rgtgggagtt agggggcaaa a 41 

<210> 3254 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3254 

tagggggcaa aacgtcagcc rtagtgcgag cagtcttcaa g 41 
<210> 3255 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3255 

caaggtgtga gggacagtgc rggtctctgg agcaatagcc a 41 

<210> 3256 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3256 

cctgcctggg ctactggctt ygggggcttc ttctcaccca c 41 

<210> 3257 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3257 

aacgctgaac acttcaggcc yggtgcccga gggagacgct t 41 

<210> 3258 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3258 
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cctagaatca gagagaagcc ytcccaggga gcctgggttc a 

<210> 3259 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3259 

gtccggacaa accccatggg ygtggtaccc ccagccgtgt t 

<210> 3260 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3260 

cccagccgtg ttgctgtgtc yggcctacca gagtgaggcg t 

<210> 3261 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3261 

tccggcctac cagagtgagg ygtggcagta tggggcctgg c 

<210> 3262 
<211> 41 
<212> DNA 



#IS 2001-256862 



<213> Homo sapiens 
<400> 3262 

aatgttccag aaaatcatgc saggcagtaa gggcagagga a 

<210> 3263 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3263 

aaagtaaagg ttcaggagaa rtctagcctg gggctgctcc c 

<210> 3264 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3264 

cagggcaccc acagcatctg yccagagacc tgcaaagaca g 

<210> 3265 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3265 

caggaatgca aagaaggcaa ytaagtgtct taagaggaag c 
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<210> 3266 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 3266 

tcagggtggg aggggagtga rgagagacca gctgagcaca c 

<210> 3267 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3267 

ctggctgggc tttagcttgc mgaaagctcc agaacatctt t 

<210> 3268 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3268 

aaagaggaga gccgggggtg yttgtgccag gggttggggg a 

<210> 3269 

<211> 41 

<212> DNA 

<213> Homo sapiens 



mW. 2001-256862 

<400> 3269 

gcttgtgcca ggggttgggg raactggttc tgattgggcc t 

<210> 3270 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3270 

ctgctgccct ccataggtcc sagactgaat ccttcagagg a 

<210> 3271 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3271 

caggtcttgc tttgcagagt ktttggcagc ggatcctccc c 

<210> 3272 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3272 

cagctgttag tgaggaagct kcgaggggac gatgaggagg g 

<210> 3273 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ag 
<400> 3273 

tggcattttc ctctgtctga ngtcctctta gcccacccta a 

<210> 3274 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 3274 

tggcattttc ctctgtctga gtcctcttag cccaccctaa 

<210> 3275 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3275 

caccgatgga agtgtgagtg maggcccagc accccttctc c 

<210> 3276 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 3276 

atgagccaaa gcacgcctat rgtagataca cacgtgaaca t 

<210> 3277 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3277 

ctcaaaatga gtcatttgag rggagttaat gaaagactca t 

<210> 3278 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3278 

catctgcaaa gggagaggga rggggtaggg acacagacag g 

<210> 3279 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3279 

tcctgggaga agagagggtg yggccagatg agccgagaac a 
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<210> 3280 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 3280 

cgtctagggg tgcgaagcca rgttatggcg tggtcccaac g 

<210> 3281 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3281 

tcataggttc cagtcccctt ygcaagcccc tcaattctag a 

<210> 3282 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3282 

ctggttctgc ctcagctcag yacagcagag gctgggtcta g 

<210> 3283 

<211> 41 

<212> DNA 

<213> Homo sapiens 
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<400> 3283 

ggtggtccag gctgctggtg ktcagtaggg ccggccgagc c 

<210> 3284 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3284 

ttcagcagcc taactgaatt racaatagaa tagtcctgca a 

<210> 3285 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3285 

gggatggggc cacctctcca yctctggaga tgccaggctc a 

<210> 3286 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3286 

aagggcagcc tcttgggcca ygaccccttt gctgtctgca g 



<210> 3287 
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<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3287 

ctcttgggcc atgacccctt ygctgtctgc agcaagtggg t 41 

<210> 3288 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3288 

gaaggaagcg agggaagatc saggaaagga gagagggaca g 41 

<210> 3289 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3289 

cccgcttccc ctcaccctgg ycaggttggc agatctcatg g 41 

<210> 3290 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3290 
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tcccacccag tgtgagcaca ygcagactgg cccagccata t 41 

<210> 3291 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3291 

gactggccca gccatatagg rgaactccaa gggcagcaca g 41 

<210> 3292 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3292 

ccacaactgg tggcttggaa ygacacctgt ttattagctt g 41 

<210> 3293 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3293 

cacaactggt ggcttggaat racacctgtt tattagcttg t 41 

<210> 3294 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 3294 

acctgcatcc agacgagttc kggtgttgac agagttcagt t 

<210> 3295 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3295 

tcgggtgttg acagagttca rttccgtgtg gatgcagggc t 

<210> 3296 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3296 

catttatcaa acagccatcc rtgtgcttct tgagcacctg c 

<210> 3297 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3297 

gccaggcatt gttgtaagga yttgaggaca attgtattta a 
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<210> 3298 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3298 

taatctccca gtaacactgg mtcagtcagg tccacggtgg g 41 

<210> 3299 
0 <211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3299 

cactggatca gtcaggtcca sggtgggaaa caagagtaaa c 41 

<210> 3300 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<400> 3300 

tctcatctgt gatgcatccg ycagacctct gctcccagcc t 41 

<210> 3301 
<211> 41 
<212> DNA 

<213> Homo sapiens 

mtiE#2 005-3054255 
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<400> 3301 

agaatgactg agtgatcaga sctagagagc cccagccccg g 

<210> 3302 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3302 

agccaagcat ttcttgggga yaccaagaaa ccttgcttgg t 

<210> 3303 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3303 

aactccaccc tcaccgtcca ygcagctccc caggagcgtc a 

<210> 3304 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3304 

tccatgcagc tccccaggag ygtcagaggg cagaggaggg g 

<210> 3305 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 3305 

ccgcacagca ggagaatggc yccaagggag ggagggacgg g 

<210> 3306 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents g 
<400> 3306 

tctcctgggt gtgtgtgggg ntgtggggca gctcccctat c 

<210> 3307 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 3307 

tctcctgggt gtgtgtgggg tgtggggcag ctcccctatc 

<210> 3308 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 3308 

tccaggacag aaacagcagg ygtgagctgc ctctcagagg g 

<210> 3309 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3309 

atgtccctta tgtggcttcc ragaccagaa gtcctggaga g 

<210> 3310 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents c 
<400> 3310 

gccacaatct gcagctactc ntcccagctt gctgctgggc t 

<210> 3311 
<211> 40 
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<212> DNA 

<213> Homo sapiens 
<400> 3311 

gccacaatct gcagctactc tcccagcttg ctgctgggct 40 

<210> 3312 
<211> 41 
<212> DNA 
^ <213> Homo sapiens 

<400> 3312 

gaaaaggtgc gtggctgggg stggagcaga ggaggggctg c 41 

<210> 3313 
<211> 41 
<212> DNA 

<213> Homo sapiens 

• <400> 3313 

aggaggggct gctgtgagtg ygcctgggac atggcagtgc t 41 

<210> 3314 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3314 

gctgctgtga gtgcgcctgg racatggcag tgctgtccac a 41 

miE#2 005-3054255 



#11 2001-256862 



<210> 3315 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents ct or deletion 
<400> 3315 

ctggtgtcat ctcccagact ngtcactaaa ccacaatatg a 

<210> 3316 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3316 

agcgtcatca caagcatagc rtggcaggca gcaggcttag g 

<210> 3317 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
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<222> 21 

<223> n represents gc or deletion 
<400> 3317 

tggttcactg ggacagcagc nctggctgga gggggttgga g 

<210> 3318 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3318 

tcaggtcagc ctgggcctga mcatggacag gggccctgga g 

<210> 3319 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3319 

gtcctgtctg ggggtcttaa sggagtcatg agacttccac a 

<210> 3320 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3320 

tgatcggggt gcggtttggg kcgacaggac aggagcagag a 



S&m 2001-256862 



<210> 3321 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3321 

tcggggtgcg gtttggggcg rcaggacagg agcagagaat a 

<210> 3322 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3322 

tgagaagagc agaggggtgt kccgggtgct cgagtcacac c 

<210> 3323 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3323 

acacctgtgt ctgattaggg ytgattaggg gtgcagagtt t 

<210> 3324 
<211> 41 
<212> DNA 

<213> Homo sapiens 



9$M 2001-256862 



<400> 3324 

ttaccctctt cccactcccg ytggactgtg agttccatga g 

<210> 3325 
<211> 41 
<212> DNA 
<213> Homo sapiens 

<400> 3325 

cccaggaacc aggaacagtg rggagccatc accccgccct g 

<210> 3326 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3326 

tcagtgttaa aacatcattt rtgtatgtat gaaaaatatt g 

<210> 3327 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3327 

actaggattg gatggacttg sgatcaggtc tcagctctgt c 
<210> 3328 
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<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3328 

cagctctgtc acctgccaac yggcggcccc atttccctca a 

<210> 3329 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3329 

ccaggtggga gagccatctg yagcgtggtg acacccatca c 

<210> 3330 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3330 

gacacccatc acacgggtgc ygtgacccgg tgcttatgtc g 

<210> 3331 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 3331 
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acacccatca cacgggtgcc rtgacccggt gcttatgtcg g 

<210> 3332 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3332 

agccaactgt tttcacagac rtggaagacc acatgttcat a 

<210> 3333 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3333 

ccttcgggcc tgtcatgatc rtctctcggt ttgctgatgg g 

<210> 3334 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3334 

ccatgcatta aaccaccccc sacactgagt ggcttggaat a 

<210> 3335 
<211> 41 
<212> DNA 
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<213> Homo sapiens 
<400> 3335 

ataatcagag atttatttta stcacggtct aggttcaatg a 

<210> 3336 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3336 

gtcttgcggg aggcttcctc mgcgtggcag cctcggggtt g 

<210> 3337 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3337 

caacccaatc ttgcccccgg ygctgcagcc cggcacattt t 

<210> 3338 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3338 

gggcctggag gagacactcc mgccaggagg cactgggggc c 
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<210> 3339 

<211> 41 

<212> DNA 

<213> Homo sapiens 

<400> 3339 

atagcaggga ggagttggcc rtgaagaccc aggggcccgt g 41 

<210> 3340 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3340 

tgggcccact tatgaatcct scccgagttc cctcagctcc c 41 

<210> 3341 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3341 

tgaatcctcc ccgagttccc ycagctccct cctaacccta g 41 

<210> 3342 
<211> 41 
<212> DNA 

<213> Homo sapiens 
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<400> 3342 

ggggcttccc actgtccaga saaggcggtg ggagctgggg a 41 

<210> 3343 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3343 

attctgggga gtcctggccc rctatccact gccagggata a 41 



<210> 3344 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 3344 

gagagacagg aggaaatggg ygtgggtcat ctcaggcccc a 41 

# <210> 3345 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3345 

tgggaaacag gtgggaagac rgggattgag ctgggtgagc c 41 



<210> 3346 
<211> 41 
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<212> DNA 

<213> Homo sapiens 
<400> 3346 

ggaagcagct cagactccct yagcagatgg ggccgggccc t 41 

<210> 3347 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3347 

agggtcggct cagaccccgg mgtgctcctg gcatgtccag c 41 

<210> 3348 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3348 

cggtgggact tgccctagca ygtgccactt ataccagaac a 41 

<210> 3349 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3349 

gtgggacttg ccctagcacg ygccacttat accagaacag a 41 
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<210> 3350 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3350 

acagatgagt ccatgtcaac ygcttcctga gttccctttg t 

<210> 3351 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3351 

ctgcctctca gcccacagcc rggccgctca cactcctccc a 

<210> 3352 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents 9 to 11 repeats of t 
<400> 3352 

cacaaaatga gtttgtgggg nacacaaagg cggaatcaca t 
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<210> 3353 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3353 

accactaatc aactttctgc ytctatggat ttgcctattc t 

<210> 3354 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3354 

tgctgatctc actgctgtag yggtgctcct tatgcataga c 

<210> 3355 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents a 
<400> 3355 

ttccttcagc tgatgattga nctctcagaa ttcaaaagaa a 
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<210> 3356 
<211> 40 
<212> DNA 

<213> Homo sapiens 
<400> 3356 

ttccttcagc tgatgattga ctctcagaat tcaaaagaaa 

<210> 3357 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3357 

cccaataagg tgagtggatg rtacatggag aaggagggag g 

<210> 3358 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modified base 
<222> 21 

<223> n represents t or deletion 
<400> 3358 

agacatgtga cttttttttt ngaaaggtaa caatcacttt c 
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<210> 3359 
<211> 41 
<212> DNA 

<213> Homo sapiens 
<400> 3359 

agccgtctcg aatgtctccc yacttcataa ctcctccaca c 41 

<210> 3360 
<211> 41 
<212> DNA 

<213> Homo sapiens 



<400> 3360 

ttttttgccc attactccat rgagatcaga atatcactct g 41 



[0 0 81] 

mmm4 : ntic^^-r mmzmi) 0 

mm^-580 : n^aX^X^mi- 0J?H£teg21) o 

: ntiaXtiX^^^i" (#£&S21) 0 

ffi?!l#-3-656 : nJiaXtt^*^ (#«fig21) □ 

e^J#^658:n{±cXI±^*^-t (#£fcfi21) □ 

E?l|#^-671 I nf±aXli«c£^-r (#£fcg21) 0 

Se^J#-^672 : nf±gXli£3c£it-f (#£feK21) o 

HE?!l#f-673 : nticXliX3:£m- (#£&B21) 0 
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&^J#-t674 : nt±(cctgy)x£^1" (#ftfig2l) o 
ge?iJ#-^676 I n»±gaaXI±$C$c*^t 0££&fi21) 0 
@B^iJ^-^677 : n{±agXI±&3c*^t (#^S21) 0 
S£?iJ#-^785 : ntttaSr^t (#£teS21) G 
@E^iJ#-t797 : nfiacac^f (#flEffcg21) 0 
ie^iJ#-^806 I nfigatttgtggtatccagSr^l" (##&g21) 0 
@S^iJ#^-808 : ntiagXfiX^^^I" (#£ffi«21) o 
Se^#809 : ntitaXli^SrSE-T (#£&g21) 0 
E5!l#-^815 : ntit^a-t (#«ffi«21) o 
S£^J#-^828 : nf±cagaggct£^-f (#£&S21) 0 
E^J#-^830 I nf±caXi±X:££^-f (#£ffc«21) 0 
@£?|J#^831 : nliag3Ui^£^1- (#«fiC*21) o 
@£?|J#^843 I ntigtaaa£^1- (#£ftg21) 0 
@E^iJ#-^845 : nt±a£^1" (#£teg21) 0 
mm^-SSS : ntitc^iH" (#£&g21) o 

mmmw : ntetxizx&zm-r (##tfcS2i) « 

E#l#-^913 : nfitXJ±^fe£^1- (#£{ig21) 0 
E?!l#^932 : nl±t3U±fc3c*£"*- 0££{£g21) e 
E^!l#-^933 : n»±tX»±^*^1- (#£fig21) e 
• SE^m-^955 : n(±atX(±^*^-T (##ftg21) 0 

: nt±aXf±^S:ai- (#£tfc*21) 0 
SE?iJ#-f-957 : n»±cX«±^*^-t (#£teg21) e 

: nfic&^tt (#£{3:g21) o 
EyiJ#-^999 :n{±gttXtt^*^i- (#^£ffc«21) 0 
iB^J#-^1164 : niiat£^-f (#£fig21) 0 
E?!l#-^1166 I nl*cXl*X$:*mir (#£f£g21) 0 

e^ij#-^-ii67 : nittxitx^m-r <M&\u.m\) 0 
mm-^-im : niitxax^m-r (#^E&g2D 0 

E^l#-^1169 : ntig^iH" (#ftffc«21) o 
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^#-^•1173 : n(it£iH" (#£fcfi21) 0 
ge^ij#-^1175 I nttcX»±^*^t- (#^£ffi«21) o 
Se^iJ#-^1200 : nttaX»±&£*^t (#£fcg21) 0 
BE^J#-^1204 : ntiafc^l - (#£teR21) 0 
@E?iJ#-5§-1207 : ntitt&^f 0f?£&g21) o 
E9II#-^1210 I nfiat^f (#£&g21) 0 
E?'J1HH245 : n{±t£^1" (^fi®21) 0 
E?iJ#-^1248 ! nlitXti^Sr^i" (#£ft*21) o 

0 ' E^IJ#-^1249 : nfit^^-T (#^S21) o 

E^IJ#-^1251 : nfiaXti^^^i" (#£&g21) 0 
E^iJ#-^1252 : niitgt3UiX^£^1" <M&tiLM21) o 
E^m-^1260 I ntttXtt&ffcfc^i" (#£teS21) o 
E^J#-^1309 :nf±aXt±^4r^-r (#£fcM21) 0 
E^J#-^1389 : n»igX»±^*^-T (#£&fi21) 0 
mm^un : nitaXltK&i&t (#^Eft«21) o 
E?!l#-^1417 : n(±aaag*^-T (#£f£g21) c 
EF!)#-JH424 I niigtgXii^^^^-r (#£teM21) 0 
E?!lfMH426 : ntiggXlitggtggggtggafc^- 0 

• E^J#-^1429 : nl±atXI±fc£*a-t (#^Efefi21) o 

E^J#-^1436 : n{ia£^1" (#ftfcg21) 0 
Efll#-^1453 ! nttcXfl^*^* (#£fcg21) 0 
E^'J#-^1456 : niigg^^-T (#£&S21) 0 
E^iJ#-^1465 I ntegtcXltX&Zmir (#£t£g21) 0 
E^iJ#-^1487 I ntetXlZX&Zgi? (#tEfiS21) 0 
SE£|J#-^1494 :n(itt^^-T (#£fig21) o 
E?iJ1HH497 : ntitO9-.l20<Z>ttij3EL«:^1- (#£f£g21) o 
E^J#-^1499 :n»iaX»±^Sr*"t (MEfcg21) o 
K^iJ#-^1501 : n(2a<7)10~~13[I]<7>i£«L£^-f (#£f£g2l) 0 
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g£^I##1504 : ntectXl*X9z*%i? (^fifi21) o 
@£^|J#-^1507 : ni±cagatcttcttcagctaatttagaaatgt£^1- (#&f£g21) 0 
E£iJ#-^1533 I nl±aXteX9z*mir (#£f£g21) o 
g£^J#-^1540 : nt;ic£^f (M{ig2l) o 
SS^iJ#-^1545 : nlttZm-f (#^iS21) 0 
l^iJ#-^-1552 ! nltt<D9-\2®<Dmt)ML*m-r (#£fcg2l) o 
BB^!l#-tl555 : nlit&^l" (#£fcg21) 0 
@e^iJ#-^-1557 : nfiaaaaaaagaaaaSr^l - (#&&fi21) 0 
E?!l3MK558 : nfiaaaaaaaaaaaa^^l - (#^iifi21) o 
0 @S^J^-^1559 : ntiaaaaaaaaaa^t" (^R£fig21) 0 

SE^iJ#-i-1563 : ntitXti^£^-f (#4fcg21) 0 
@£^|J#-^1572 : nJicfc^t (#£&g21) a ' 
E^J#^-1574 I nliaXfcXikZmi- (#£{£g21) 0 
E£!l##1575 I n»±cX»±^*^-t (Mftg21) o 
SS^iJ#-^1596 : nticctXtiX3c£^1- (#£f£g21) 0 
SS^iJ#-^1598 : ntitc&^-f 0£3E&g21) 0 
@^iJ#-i-1616 : nficaXliX^^^I- (#^821) 0 

mm^-ms : ntig^^-r (#«^S2D 0 

@^IJ#-^1661 : nlitXl$X<k*mir (#413:621) 0 
• SE^iJ#-^1690 : ntigccag^^i" (#4fig21) 0 

EJWf-1718 IntttSr^-f (#£f£g21) 0 
ESW-^1723 : n(±cX(±^^^1- (#£f5:g21) o 
E5IJ#-^1729 : nl±tcXli&3c£^1- (#^«21) o 
E#l#-^1740 : nlict3Ui&3c*r^t (Mteg21) 0 
E#)#-^1771 : nliaZmi- 0Mf£g2l) 0 
E^iJ#-^1781 : nliaXtt&ffe*^-*- (#£teg21) 0 
@S^iJ#^-1787 : nJitXJi^^l" (#£ftg21) 0 

ss^ij##i79i : ni±txi±x9czm-r tf?&&mi) 0 

E^J#"^1792 : nl±gja±X9c*m-t tfffe&mi) o 
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K?iJ#-^1800 : nlttXl±X£:*$z't (#£f£g21) 0 
E?!l#-^1801 : nl±tX«^*^i" (#£te®21) 0 
E?iJ#^1802 : ntiaXfifc^cfc^t (#£{£g21) 0 
E^J#^1815 :n»±aXtt^fc*fe-r (#£{£g21) e 
g^!l#-^1819 : nl±ca3U±fc$c*^t (#£te«21) 0 
E^J#-^1820 : n»itXtiX3fc*^1- (#«ffiiK21) e 
E^J#^1824 : ntitXfiX^cfc^l" (#£{£g21) 0 
E3W§-1829 : nlitXliX3c£^-f (#£fcM21) 0 
EyH#-^1830:nJ±cXti^5fe«r*-t (#&te«21) 0 
E»-*H838 : nliaXli$:$c*£-*" (#£t£g21) o 
@^|J##1840 : ntitXt±^*^1- (#^ig21) o 
E^#^1847 :nttgattX»i^fc&^t (#£teM21) 0 
ffi?iJ#-^-1848 : nfit£^f (#*Ste»21) o 
E2?!l#-^1853 In»±tX»±^*fE1- (#£fcg21) „ 
E^J#-^1854 : nttgtfc^l" (#£fcg21) 0 
S£^!l#-^1857 : nltaXliXtkZm'f (#£fcM21) 0 
mm^l858 : nliaXti^fc^l" (#^S21) o 
K^iJ#-^1862 : ni±tXHK&*&'f (#£&S21) 0 
E^#^1865 : nttatXttfc^c*^-*- (#£f£g21) e 
S^iJ#-^1871 :nt±aX»i^«r^"t (#&ft«21) o 
E^iJ#-^1874 :nt±tXf±^*^-T (#£fcg21) 0 
Sfi^-^1877 : nt±atXt±^*^-T (#£f£g21) e 
E^J#-^1878 : nt±aXf±^*^-t (#£#621) 0 
E^J#-^i879 : nm<m2-~u<Dmt)&L*mi- (#£fig21) 
E3HJ#-^1882 : nf±tXtt^*^i" (3PGE&S21) 0 
E^J#-^1884 :nl±cacXti^*^-t (#£f£g21) e 
E^J#-?-1891 : nticcaSr^?- (^Wig21) 0 
Efll«-1919 : n»±tX»i^*^ (#£f£g21) e 
E?U#-^1949 : nficXti^^^-T (^ffiS21) « 
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E^J#-^1957 : nfiaaaaXti^^-f (#£ftg21) o 
E^!I#-^1970 : nf±cXI±ft5fc«r£-t (#^&g21) 0 
@e^ij##1980 : nltt<D7-9(Dm.<9]&L%mir (#£f£g21) 0 
E?!l#-^1981 : nliaXliX&Zmir (#£fcg21) 0 
@^iJ#-^-1993 : nt±taacXI±&3c*£-r (#^4g21) 0 
E£U#-S§-1994 : nlictcttt**-t (#£ftg21) o 
E»-^1995 : niict£itt (OTEt£«21) 0 
S^iJl : -^2002 : nteaXltX'kimir (#£{£g21) 0 
@£^m#2005 : nt±tXf±ft&£^H- (#£ftg21) 0 

0 EyiJ#-^2008:n»±g5Lt±^*^i- (#£f£g21) 0 

@S^J#-^2011 : nfiaattagaaXtiX^^a-T (#£f£g21) 0 
E#l#-^2012 I n^tttaaaaXfittttaa^-r (#£fig21) 0 

: niitXHX^Zm-f- (#£fcg21) o 
E?!l##2020:n{±tXti^*^-t (#£ftg21) 0 
E^JH-^-2024 : nfigXti^^^i" (MEi£g21) 0 
E?l)#-^2025 : nl±tXI4&&£^1- (##tfc«21) 0 
E^J*-^2030 : nltaaaX&X&Zm-f (#«12fi21) 0 
E^iJ##2031 I nl±aX»±^4r^-r (#£fcg21) 0 
E#l#^2042 I nfic£^-f (#£{£«21) 0 

• E?iJ#-^2072 : nliaXUX^Zm-r (#£teg21) e 

E£iJ##2074 I naaXltX&Zm-r (#£fcg21) 0 
E^J#^2243 : nl±tca<7> 14-16^* iJigLfc^-t (#£f£g21) 0 
E?iJ#^2244 : nlZaL<D8~~lO<Dmt)ML*mir (#£teg21) 0 
E9!I*-^2245 I nttcacagtcatXfi&^&^-t- (#£f£g21) 0 
E^!l#^2246 : nttttXtt^Sr^i" (#£f£g21) 0 
E^!l##2247 : ntiaO10~12O£|f)iIL£^1- (#^tfcfi21) 0 
E^J##2248 : nlicXltXikZm-f (#£f£g21) 0 
E^-^2249 I nl±a?)l6~l8<7)i^^L£^1- (#£ftg21) 0 
EyiI#-^2250 I nl±gZm-f (#£teg21) 0 
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@^iJ#^-2252 : nficXfi^fc^l" (#£ftg21) 0 
EyiJ#-^2253 I nl±tZ»±^Sr^E't (#£ftg21) 0 
E?!I#-Jf-2254 : ntiaXfi^fcfE-f (#^£fi[«21) o 
E^J#-^2255 : n(±tg£^-f (#£f£g21) 0 
E?!l#-^2257 : n{it<7)l0~l3<7)|£l9iIL£^1- (#£{£g21) 0 
E?!l3Hf-2258 : nt±gt6Dll~13<?)iit«L£^-f (#£tfcg21) 0 
@S^iJ#-^2259 ! nltaXlZX$z*mir (#£1£g21) 0 
EyiJ#-^2260 : nligXIifcScfc^-T (#£ftg21) o 
S^iJ#-^22'61 : n»±gXI±^*^-T (Mite®21) 0 

H E^!l#-^2262 : n{±t^9-ll^«9igL*^i- (#3E&g21) 0 

E^!l#-^2263 : nlig* m-t (#&te«21) 0 
@£^iJ#-^2265 I niittXfi^fe^l" (#^Efig21) 0 
SE^J#-^2266 I nf;ia<07~9<7)£|«L£irf (#&tfcg21) 0 
SE^iJ#-^-2267 I nlttm-lKDm^MLZm-f (#£f£g2l) 0 
E£!l#^-2268 I nfia<7)9~l0<7)jjtl9^L£ic1- (3?#teg21) 0 
Se^iJ#-^2269 I n»igtXH&3c*^t (#£f£g21) 0 
E^J#-^2270:n»4aXI±^«r^i" (MEf£g21) 0 
E^iJ#-^2271 I nlit*^-*- (#«ffiS21) 0 
E?!l#-^2273 : nltaXitX&iZm-r (OThfcg21) o 

• E?lJ#-^2274 : nl±ctX»±^**-t (#^£ffi«21) o 

E^J#-^2275:nl±gXI±^*^"t (#£ftg21) o 
E^J#-^2276 :nf±aXI±&£*^"t (#£f£g21) o 
@^J#-^2277 : nl±aX»±&3c*£tt (^t£*21) o 
E^!I#-^2278 : n»±aXI±^5fe*^"t (#£fcg21) 0 
E^J##2279:n»icXI±&3c*£"l (#£fcfi21) «, 
EyiJ#-^2280 : ni±aaagXt±^*^-r (#*Ef£1I21) o 
@S?iJ#-^-2348 I nJitco 22-26 CO^^^L^^I" 0fiR£f£g21) o 
E^!l#^-2349 ! nt±gO8-10O»»)jgL«:^-r (#^g21) 0 
E^J#-^2350: nt±cO6-7OH0 3EtSr^i- (#£f£g21) 0 
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@££iJ#-5§-2351 : nfiaC912~14<7)^l9^b£^-f (^f£S21) o 
@£?iJ#-^2427 : nticaccaggcagcagactctgatgaggaggggaggggg^^l" (^^£112 

1) o 

mn^2429 : n^g^l" (#£fctt21) 0 
mm^247i:n^tcacXltX^mir (#£teS21) o 
@S?|J^2475 : nittXitX^m-T (##1£fi21) o 
§£^11-^-2476 : n(it<7)9~ll(7)^^3St*^i- (?h£15:S21) 0 
Se?iJ^2477 : nf±a?)7~8<7)£fc«L£ic-t- (#£^821) 0 
S£^iJ#-^2495 : nf±tc0l3~l6<O^^^L*^1- (#£f£®21) 0 

^ @e?iJ##2496 ! nl±t<D9-10(Dm. 1 9MLZm'? (#£teS21) 0 

@^iJ#-^-2497 : n {it <7) 14 — 16<7>8l*) sgLfcSEi" tff^titMZl) 0 
E?!l#^2498 : n»±tOl3-l70jftiJigL*^1- (#^S21) 0 
@^iJ#-^-2499 : ntit^^i" (3p#tfcS21) o 
K»-Sj2501 ! n(ia(7)8~90^i9iSL*^i- (#£#S21) o 
BE?!l#-J§-2502 : nt±t ^8-9(7)^0 ML*mir (##te«21) 0 
@S^iJ#-^2503 : nSigcagtattactgtagtXiiX^^^i" (#£f£g21) o 
@e^lj##2504 : n{±t <7) 13 -14(7)^0^^*^1- (#£fcfi21) 0 
@e?lJ#-5§-2505 : n{itcO9~l0(7)^0iSt*^1- (#£{ig21) « 
S^iJ§-^2506 : n(it(7)lO~ll<7)^OiSL*^1- (#£f£g21) 0 

# @e#l#-5§-2524 ! ni±tXtiX^*^1- (#^ig2l) 0 

@e?iJ#^-2525 : nJit (7)12- 15<7)# Oil L*^1" (^£fcS2l) 0 
@e^iJ#-^2586 : nitaXltX^mir (#£f£fi21) 0 
: n{±atXf±^*^1- (#4liS21) 0 
SE^iJ#-^2594 : n{it3UiX:££irr (#^«21) 0 
@£»-^2595 : n{ittcX(iX^*ai- 0££teg21) o 
BB3W-55-2606 : n(ictt*^1" (#£ffc«21) 0 
B£?!l#-^2651 I n{ic(7)9~ll(7)^J9iIt*^1- (#^S21) 0 
E^JH-^2652 : n{ia(7)l5-2l(7)^0^L*^1- (#£tfc«21) 0 
E?!l#^2653 : niiggggtggcggggtgggXii^*^1" (MElftg21) 0 
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: nl±tXl$X$:im-f (??£f2:g21) 0 
@^iJ#-^-2655 ! nltaZm-t (^^fig21) o 
EBI#^2657 : nltaXliX&Zmir (#£fcg21) 0 
BB^J#-^2658 : nlitOlO-^H^igt*^ (#*Ef£S21) 0 
E#l#^2659 I ntitt«r^-T (#£f£g21) o 

E^!l#-^2661 : nfitccctccttgaagctgatcgtXti^^r^t" (#£t£S21) 0 
BB?U#-^2662 : nficaO 12 ~18<7)jjt Oil L£^1" (#£f£S21) 0 
E?U#-^2685 : ntia<?)18~20<7)«iIL£^-f (#£teg21) 0 
mm^2m : nfiaa^l" 0£#&fi21) o 

0 E^J#^2688 : ntitXttXffc*£1- (#£teg21) 0 

@E^iJ§#2689 I nf±t<7)9~ 130^0^ L^ai - (#*Effifll21) o 
E^J#^2690 InttaaXtt&Sc*^"*- (##&g21) 0 
@e^iJ#-^-2691 : ntittgacaXiigtccaatat^^-T (#£teg21) 
E^J#^-2692:nl±ctaX»i^«:^'r (##f£g21) e 
E^>J#-^2693 : nfit^9~lOO«l , 5 3it*^1- (#£teg21) o 
E^J#^2694 : nfigagatgttgtggctcacatSr^l" (#£f£g21) 0 
E?iJ#-^2696 : nticcXli^c^l" (#£fcg21) e 
S£^iJ#-^2697 I nl±actXl±X&Zm-r (#£ftg21) 0 
g£^iJ#-^2755 : nlitatXt±X££^-f (#^M21) 0 

• E^lJ#^-2756 :n»±ac014-170|ft»)3gL*^"t (#^ig21) e 

@£^J##2757 : nf±a<Z>l6~27?)f£«5igL£^1- (#£&fi21) 0 
E^-^-2758 ! n»itX»±^*^-t (#£tefi21) 0 
E#l#-f-2759 I n(ia^)8~lOO^l9^t^^1- (#3=ffc«21) 0 
SE^J§-^2760 : n(±gtC09~ 11^^*9 1LW (#«l4fi21) 0 
E^iJ#^2761 : nf±aaX(iX^*^-r (#£f£g21) o 
E?0#-^2762 : ntetXlZX&Zm-f (#£i£g21) 0 
E^!l#-^2763 : ntiac<7)8~12c7)i£i9^L£^-t- (#^4g21) o 
E^J#-^2764:n»iaX»±^*^i- (#£fcfi21) o 
Efll#^2810 : n{±a^^1" C£tfEftg21) 0 
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E^I#-^2813 : n»icaXt±^C3fe*^ (#£tefi21) o 
S^iJ#-^2814 : ntttXttfc**^* (#ffiia«21) o 
Se^iJ#-^2815 : ntttgtgtgXIi^*^ (#«ffifi21) o 
@£^|J#-^2912 : nfia&^t (#^£ti«21) o 
SE^!l#-^2914 : nltgZmir (#£{ig21) 0 
^#-^•2916 : nliactt3U±&3c*£1- (#^£f£«21) 0 
E?iJ#-^2917 : nfitttaXtt^fc^T (#^Efig21) 0 
@e^ij#-t2918 I nfia^ll -13^0^19 iSL^^i- (#£f£g21) „ 
^ E^J#^2919 :nttt©8~10O*S^igL&S-*- 0f?£f£S21) 0 

S£^iJ#-^2920 : nJia^l2~14<7)^l9^t?r^-r (#£l£g21) 0 
@E^J#-^2921 : nficttgtaXti^fc^t (#^t£g21) 0 
eS?iJ#-^2922 : n(ia<7)9~10Oii£i?^L.£^-f (#£f£g21) 0 
E^J#-^2923 :n{±cttXf±^*^-t (#^fi«21) 0 

-.niictt^mir tff&ifcmi) 0 

E^J#^2926 : nfiaXJi&^c*** (#£tefi21) o 
E^!I##2927 : ntia09— HOift«)igL«:^f (#&ffc«21) 0 
E?!l#^2928 : n(±tgtXf±^*^-f (#£fiS21) 0 
E#l#-i§-2929 : ni±a<7) 24-27 (Dm*) ML (#£f£g21) 0 

• E^J#^2930 : nf±taO10~21«9j&«9jgL&^-f (#£teg21) o 

E^!I#-^2931 :ntiaO8-10O«»)jgLS:^-r (#^£t£«21) 0 
IE^iJ#-^2932 : ni±ac011-13^^!9ilt^^i- (#^S21) 0 
g£3«-5§-2933 : nfiaO8~10c7)^i9^L^a-r (#^f£«21) o 
E?iJ#-5§-2999 : n»itatcX*±^*^-r (#£ft«21) o 
E?'J#-5§-3000 : ntiatattcacttggtatctgXii^^a-f- (#^Et£«21) o 
E^iJ#-^3001 : n{±tttaX{±^*^1" (#*Effc«21) o 
S££iJ#-5§-3002 : nfit£^H" (#£f£g21) 0 
E?iJ1H§-3004 : ntegXteX&Zm-f (#£fcg21) 0 
E?iJ#-^3005 : nteaXteXtkZm-? (#^ffifi21) 0 
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ffi^ij#-^-3006 : nteam-ncornvMLzm-r (ftfe&mi) » 

E?!l#-^3008 : nf±attf)4~5tf>g|«9 jSL£^-f" (#£f£g21) 0 
E^J#^3009 : ntit<a7~80*|l5 jIL£^- (^^S21) o 
@£^|J#-^3010 : n{it019~23<75^i9^L^ai- (##tfc«21) o 

@e^ij#-^3oii : ni±txnx^m'r <#^iS2i) 0 

E^!I#-^3012 : nf±tgat3U±fc3c*^-r (#*EflCfi21) o 

@e^ij##3oi3 : ntetm-iocowL^MLzm-f (jfteumi) ° 

BB^J#-^3014 : ni±aJU*X$z*&? (OTEf£g21) 0 
0 E^iJ#-^3021 I ntiatf) 13~15<7)« MLZ0l1t (#£{ig21) 0 

SE^J#-^3022 : n»±tW12~ 15^i£ «L£fc1" (#£f£g21) 0 
E^!I#-^3042 : nf±g*^t (#£f£g21) 0 
E?!l##3044 : n(±a3Ui^c£^1- (^£{3:g21) 0 
SS^iJ#-^3046 : nt±gXf±^*^-T (#^«21) o 
E^I#-^3047 I nlit CO 11 -13comy) ML ^m-t (#£f£g21) 0 
E^J*^-3049 : n»±aX»±X^Sr^i- (#£&S21) 0 
E^J#-^3051 : n{±tW9~ll£>ig|l5 jgLfc^-T (#£ffc«21) 
E^J#-^3054 : ntttXli^fc^t (#£f4M21) 0 
E^iJ##3056 I ntttJUiX^Zm-f (#£teg21) 0 
• E?0#-^3O6O : nf±tXt±X3c&&-f (#^£ffc«21) o 

E^J#"^3065 : n(±aaga£^-T (#£{3:g21) 0 
Efll#-^3069 I nfiaaaaXliX££^1- (#£fig21) o 
E79#-^3073 I nittm-lKDm^ML^mir (#£{3:g21) o 
E?iJ#-J§-3081 : nitsJL&X&i&t (#^Ef4S21) 0 
E7!l#^3103 I nt±tOH~13^)ift«5 3SU«:^-r (#£te«21) o 
E#l#^3119 : n(iacta£iEl- (##j£g21) 0 
E^iJ#-^3125 : nf±gtgXfi:X3c£ic1- (#£ffc«21) 0 
E^J#-^3130 : nt±tcDll~12<7)i£«L£^-f (#£f£g21) 0 
E^iJ##3140 : nl*ttaXl*X$c*m-r (#£f£g21) 0 
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mmmisA : n\tg^^-r (#£&g2D 0 

E?!l#^3156 : niia^l" (#£f£g21) 0 

E^J#^3158 : n&cctXl±&3:£^1- (#£f£g21) 0 

E^!l##3169 : nliggaZmi- (Mfeg21) 0 

E3«^3179 ! niZt<m2~U<nm*)MLZm-f (#£f£g21) 0 

E^!l#-t3184 : nlit<&l6~l7tf)ift»>3gL&^1- (#£{£g21) 0 

E?!)#-^3196 : niig^l" (#£fcg2l) o 

E?!l#-^3273 : niiag^l" (#£teg21) o 

^ E?"J##3310 : n&cZm-r tff&&W21) o 

i^!l#-^3315 : nlictXteX9z*m-r (#£f£g21) o 

: niigcxitx^m-r (#^sg2D 0 

E?iJ#-^3352 : nl±t09~ 11^^<9 &L*mt (#£teg21) 0 
EF!l#-^3355 : ntia^^-T (^ftfiB21) 0 
E^J##3358 : nfitXti^fc^-f (#£f£g21) o 

[mi ] 

TaqMan :/n--7*£^i-0-e&& o 
[12] 

• TaqMan PCR&«^£7F-f0-Tr&& o 

[03] 

[04] 

[0 5] 

[0 6] 

[0 7] 
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T V jv t -7 y J- L & v^n - 7 £ tf1-0-T:& 4 o 
[18] 

[0 9] 

ATP!£^#-t y ht77 r < V -B^ 2 (ABCB2) Jtfci^Hlii SNP^)^ 

£f£E£^1~0T*&&o 

[010] 

ATPf£^# -b yhfy77 5V-B> 4 (ABCB4) iHS^OflliS £SNP<7)# 

[mil] 

^Dy-AxjH^ri/KM K n 9 — if 1 (EPHX1) if fsi^lfit £ SNPtf>#£{£ 

[mi 2] 

jfflJfeJC J-#^r v >f K0 7-t* (EPHX2) itfe^-W^it SNPO#£teB £^ 
[013] 

77-yV7^f- hN-^^-^ h 9>7.7i7--tf(GAMT) jtfc^Ofliit tSNP 

<7)#^fie z mi- m *e * & 0 
im 1 4] 

-rj^->T^ KN-^^V h 5 V^7x7-tf (NNMT) itfE^O# it £SNP<7)#& 

[015] 

t SNP<7)#^fiS ^tlt*4o 
[016] 

^7 7fy>x^;-^7; >N-^ h 9 >X7x7--t* (PEMT) itfe^ 
co^it £ SNPO#£ftff * ^-T 0"Cab-2>o 
[0 17] 

? -f- * >-S- h 7 > X 7 j. 9 — tf3 (GSTM3) jtfe^Oflljt SNPO#£f£S 
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[018] 

T^r-'b Kffc Knrf--^5(ALDH5)Sfe : fc7)1t^tSNP<7)#^iS*^-r[ll 

"Cdfc & o 

[mi 9] 

h ^ * -f--tfi(TGMi) afs^lS^^SNP^^ig^^i-ElT^ 

o 

[020] 

# > 7-^^;^7>^7x7- -fe'l (GGT1) jffc^liii t SNPO^lig 
£^1-0tr&&o 
[02 1] 

NAD(P)H: +7 KV^ ^--tfl(NQOl) itft^Ol&£fcSNPO#3Eteg 

[02 2] 

>t + y KV^ ^-4fffi[WI#<7)p53lfSit^3 (PIG3) tf>*jg ^SNPCO 
[02 3] 

NRH : +7>t^y KW^^ ^ — -tf2 (NQ02) itfST-^Sdi £ SNP<7)#£{3:§ £ ^ 

1-0-eab^o 
[02 4] 

X;^h7>X7x7- -tflAl (SULT1A1/STP1) jlf^cDffl ji t SNP<7)#£fig 
[02 5] 

* )V * h ^ > 7s ~7 j- v - -trlA2 (SULT1A2/STP2) stf^pO^ £ SNPO^fefcg 
£tf1-0"C&-2>o 
[02 6] 

X^*f7>^7x7- -fcf-IW^S * y s*? m (SULTX3) Mfc^mfe t SW(Djf 
[02 7] 
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fny;u^>;^S^;wth7>^7x7-€l (TPST1) Mitt<Dm& t SNPO 
[02 8] 

f- d v ;v ^ > /n° ^ ^ * h 9 > * 7 7 ~ -H2 (TPST2) itfci^lfji £ SNPO 
[12 2 9] 

^)^!>7>^7x7- ^flA3 (SULT1A3/STM/HAST) Mfc^m it t SNP<7)#£ 
[13 0] 

t^7*nyp^;^l>7>^7x7-lf (CST) of fc^-Ofif it i: SNPO^^g 
[HI 3 1] 

h ^>^-7i^--tflCl(SULTlCl) itfsT(7)#iti:SNP<7)#^S:g^^-r 
[H13 2] 

X/U* h ^>^7^^--trlC2(SULTlC2) itf5?-^#^^SNP<7)#^ig^75i- 
[IU3 3] 

fW* ;^>^;i/*h7>^7x7-t* (ST1B2) jtfc^lf it t SNP<7)#£ 
[II 3 4] 

HtML^* ^ * h 9 > * 7 x. 7 - -t?2 (CHST2) ilfzH^M t SNPO^^fiM * 
[EI3 5] 

7,)l<*h7>7,7 J.?- -H2A1 (SULT2A1) itfc^flfcS t SNP<0#£{3:g £ 

im3 6] 

h9>^7^7--l£2Bl(SULT2Bl) SlzH^ltii hSNPcW£{£g£/^-r 
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[03 7] 

£t7Mfc%* ^ * h 9 > * "7 ^ 9 - -t?4 (CHST4) itfS^-CDlf £ SNP<7)^£teg £ 
[03 8] 

jkMWQ* fr* h5'/^7i 7 --b?5(CHST5) it^Wfltit hSNP<7)#£&g£ 
[0 3 9] 

HNK-X ;V^h^>^-7i^--tf (NHK-1ST) itfei=-<7)# it SNP^Mfig £^ 
[04 0] 

x7l«or/^H^^7i7-4? (STE) itfeT-^Sdt SNPO^fcg 
£^1"0-C&&o 
[04 1] 

T;i/n-;Uf*H Knrt— trl(ADHl) itfST-^lfii <hSNP<7)#£{£g£^l*-0 

"Cdb o 

[04 2] 

T;1/3-;Ut"H Knr^--tf2(ADH2) «fS^1f £<hSNP^#£j£g£^1-0 
[04 3] 

T;l/3--n/r , H Kn^--b*3(ADH3) it^Olfit^SNP<7)#^g^^-r0 
[04 4] 

7i^-Jl/ft Kn^--tf6(ADH6) jtf5^Ol#ji£SNP^#£{3:g£7Fl-0 
[04 5] 

T^n-^r^t: Kn^--tf7(ADH7) jtCT^Sit ^SNP(7)^fig^^-r0 
"Ccb -2> o 

[04 6] 

Mil 7;V3-;VftKnyf-tf7T^J- itfc^ (HEP27) <omi& t SNP<7)#£ 
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j£S£^1-0T&&o 
[04 7] 

LI «BJa»if^f-(LlCAM) ai£^<Ofl|afifcSNPO#^Effi«*^i-E|-C**o 
[04 8] 

7'J - ;l/7^ + ^7< > N-T-b-f-^ h 7 ^7x7-* (AANAT) mfci^fS 
[04 9] 

t'y*D<-b7, • -fe P tf v J- (Saccharomyces cerevisiae) fON-T-fe'f-^ h 9 > 
7. "7 i 7 - mmfo (ARD1) at^OflljS t SNPcO^^fig * ^i" EI T* £> & 0 
[0 5 0] 

N-7-bf;Vf7 >^7x7— If (NAT1) jftfcT^fllit tSNPc7)#^fig^^i-|lI 

"C^b -?> o 

[05 1] 

N-7-bf ^ h7>^7x y—J£2 (NAT2) itfcT-Oflljg fc SNP^^^g £ 7^1" 

0-c&& o 

[05 2] 

^7>f^fM (GZMA) itfe^- W# it SNPc7)#^f5:g Sr^t0t*4 o 
[05 3] 

?7 AB (GZMB) jff5T-<7)«it fc SNPO^iag 4r^1-|a-e*> * 0 

[05 4] 

x^f7- -te'D/* A/ 5 ;u ^ 9 * * y ^ J K n v - -tf (ESD) jtf£T?>1Sj£ SN 
[0 5 5] 

KV ->;i/-y rf+h-y??^ F-9 >;*9MW 3^h7^7x5 

- -tf (DDOST) SfzH^fifit SNPO#£f£M £7*1" & 0 

[05 6] 

£ 7^1" 0 "C ab h o 
[0 5 7] 
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T;U3-;VxH K n 4*5 (ADH5) S^OfltjS £SNPO#£f£g£ 7*1-0 
[0 5 8] 

7)V 9 ^ * y S h5>77x5- -tf M 1 (GSTM1) it^OltiS SNPtf>#|Eft 
[05 91 

* -f- * y S ^>^7x7- -tf M 2 (GSTM 2 ) £^<£>flii£ t SNP^fefi 

g£/j^1-0-c&£o 

[06 0] 

* ^ * > S h9>*7^9--tfM4 (GSTM4) jtfc^Ojfjt SNP<7)#£fi: 
[06 1] 

7fr9*?-*yS f7>^7x7-*'Z 1 (GSTZ1) jUS^-Oflljt SNP<7)#£{£ 

g£/j^1-0-c&& o 

[06 2] 

^;i/^*>S <fP i (GSTZPi) jtf£^«it£SNP<a#3E& 

[06 3] 

? ^ * y S h9>^7x7-4fTl (GSTTl) itfSi^ffji SNPO#^fi 
[06 4] 

^ ?Dy-AW^^ft>S h5^7x5-ei likel (MGST1L1) atf^ 

cofifit sNPo^fig *7F-f 0-c& £ o 

[06 5] 

5 ?nv-AW^^ft>S f7>X7x7-fe*T 2 (MGST2) itfc^lf^ 

£SNP<^#£f£g£/K-f 0"C&& O 

[06 6] 

^ ^ny-AO^l/^ft>S h yy^y i^--tfT 3 (MGST3) Sfc^-O^jt 
£ SNP<7) #£f£g * 75 1" 0 1? & & o 
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[067] 

if)V ? > S h5>^7x7-tfAl (GSTA1) h SNP<7)#^Ef4 

[06 8] 

^OV ^ ^ > S h7>^7x7-^r*A4 (GSTA4) itfc^-cofif :ii £ SNPO^te 

g£^-T0"?&& o 

[0 6 9] 

N ADH-^-tf^y y Jr5r-y KU ^ *--lf 1 a > "TV ^ ^ X 1 (NDU 

FAD at^^fllaSfcSNPO^fiBSr^-tig-CJbSo 
[0 7 0] 

NADH-^-fcf^y y t^fv K 1 ; 79 9— 1 atya^'/l/yn 2 (NDU 
FA2) a^<7>flf3®i:SNP<0^fi[««:^1-|a-C**o 
[07 1] 

NADH-it>; > t + y K U 1 a^ff^y -fV y 9 X 3 (NDU 

fa3) mtt<Dm&t$wo)&m±w.*7Firmx~*>ho 

[0 7 2] 

NADH-J-ii^y > t^rvF'J 9 9 ^ — If 1 at/ny/l/-;;^ 5 (NDU 
FA5) it^<7)#3itSNP(7)#^ig^^-r0T^^>o 
[07 3] 

NADH-it^/> t^fy KU *-4f 1 a n > 7° U v 9 7, 6 (NDU 
FA6) ffltt(Dm&tSW<Djf&&W:*7Fl-MX~$>2> e 
[07 4] 

NADH-^t>/> yt^isY') 99 9--&1 at7*3>7'V">^^ 7 (NDU 
FA7) »^Ofl|aSfcSNPO#^Efi:1t*r^-rilI-C**o 
[0 7 5] 

NADH-^ti>y> t^y K 1 ; ^ — -tf 1 a W/^y * * 8 (NDU 

fas) a^ofliattsNPw#^£fiii*^ia-c**o 

[0 7 6] 

NADH-it>y > t^y KU 99 9-^ 1 a //? t7*n y ~f V y 9 x 1 ( 
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NDUFAB1) m*1 L <DMMtSNP<D?flE&W:*7F'rmr~&2>o 
[07 7] 

N AD H -J2.tr ^7 > t^fyF'J^^^la t^n yfVv 9 7, 9 (NDU 
FA9) ae^Ofllifi^SNPO^ffiltSr^-ria^abio 
[137 8] 

NADH-JLtf^y > t^fv KD f^^-t'F e - S 9 >/*9Ml (NDUFSl) 

mm^com^. t snp^^sm £ ^1- 0 -c $> & 0 

[0 7 9] 

NADH-J-t>y > t^fyF'J ^ — if F e - S * y^9% 3 (NDUFS3) 
jffeT-olfjt SNP<£>#£f£g * in -e $> Z> o 
[08 0] 

NADH-^t>y y t^fv KU 79 9— e-S?>'*9M4 (NDUFS4) 
[081] 

NADH-J-tf+y > * ^ v K 'J 9~9 9 — If F e - S * R 5 (NDUFS5) 

[18 2] 

NADH-J-lf^y > ^y KU *^^--tfF e -S * >A^f 6 (NDUFS6) 
[08 3] 

NADH-Jitr 4ry > t^ry K U ^ ?--tfF e - S 9 >/^f 8 (NDUFS8) 
[08 4] 

NADH-it>y > t^y K'J y9 9-*i 1 (NDU 
FB3) itfe : f-^1fii^SNPc7)^^ig*^i-0-e*)^o 
[08 5] 

N A D H - -3.tr ^ 7 > v K U ^ ? * -4f 1 /3t7^>7^y ^y; 5 (NDU 
FB5) ilf5?-<7)=ttit^SNPO^ : ^S:fi*^1-0-e$)ao 
[08 6] 
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NADH-ik>y y KU 79 9— >d 1 jStrn y 7 (NDU 

FB7) jt^OfltjSi:SNP^^fi4r^-tB|-e*&o 
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